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Cerinomyces spp., 223 
Ceriporia 
purpurea, 219 
viridans, 219 
Ceriporiopsis subvermispora, 219 
Cerithioidea, 138 
Cerrophidion godmani, 159-160 
Cervidae, 367-369, 378, 382-383, 386, 388 
Cetacea, 367-390, 444, 446-447, 451-453 
Cetartiodactyl, 367, 445 
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Chaetodiopsis, 92 
meigenii, 90 
Chaetognatha, 734 
Chaetognaths, 736-738 
Chagasia, 540, 545-546, 549, 552-553 
bathana, 542-543 
Chalcidoidea, 243 
Chambers, Geoffrey K., see Buckley, Thomas R.,— 
Changing the landscape: a new strategy for estimating 
large phylogenies, Donald L.J. Quicke, Jason 
Taylor, and Andy Purvis, 60-66 
Character analysis, 689-690 
Character analysis in morphological phylogenetics: 
problems and solutions, John J. Wiens, 
689-699 
Character coding, 689-699 
Characters, 136-141 
anatomical, 136 
androecial, 701 
autapomorphic, 914, 918 
binary, 558, 658, 695, 924, 928 
Boolean, 672 
Caecilian, 672-673 
cladistic, 658 
coding, 735-736 
constant, 914-915 
continuous, 157, 162, 857-877 
correlated, 170-193 
dental, 450 
discrete morphological, 910-922 
diving, 658 
ecological, 514 
equally weighted, 928 
evolution, 557, 560-561, 566, 657-658, 663-665, 731, 
950 
gap, 347, 454-462 
gapped, 766 
homoplastic, 200, 332, 673, 771, 803 
independence, 657-675 
indumentum, 701, 709 
informative, 419, 617, 696, 766, 776, 872 
jackknifing, 130 
lipid, 880 
meristic, 157, 162, 694-698 
metabolic, 513 
molecular, 21, 23-24, 136, 411-412, 415, 451, 925, 928 
morphological, 21, 23-24, 31, 38, 62, 195-196, 199-200, 
212, 248, 293-294, 411-412, 419, 658, 665, 689, 
693, 709, 736, 753, 779, 785, 794, 806, 845, 914-916, 
919-921, 924, 928-929, 934-935, 939, 941, 944 
morphometric, 690, 694, 696-698, 861 
multiple-state, 703 
multistate, 393, 614-618, 658, 660, 665 
neuroanatomical, 665 
nonpolymorphic, 166 
nucleotide, 529, 743, 745 
osteological, 174 
parsimony-informative, 23, 28, 50, 698, 705, 742-743, 
745-746, 750, 864, 914, 918-919, 930-931, 933-934 
parsimony-uniformative, 411-412, 616 
phylogenetic, 454, 456, 460 


polymorphic, 170, 615, 696-698 
polymorphic binary, 156, 163, 166-167 
polymorphic multistate, 156-169 
quantitative, 689-699 
shell, 136-141 
soft-part, 137-140 
uninformative, 705 
variable, 914-916 
weighting, 657-675 
Charadriiformes, 130, 133 
Chathamtidae, 789 
Cheirogaleus, 416 
major, 410-411 
Chersina angulata, 647 
Cheumatopsyche, 799 
Chevrotain, 367, 373, 376, 378, 382, 388 
Asiatic, 369 
Chewing lice, 62, 64-65 
Chicken, 353 
Chilalictus, 268-271, 274, 276 
Chimp, 427 
Chinemys reevesi, 647 
Chinese water deer, 388 
Chi-squared, 425-437 
Chi-square test, 783, 797 
Chlaeniini, 947 
Chlaenius vestitus, 947 
Chlamydia 
pneumoniae, 502 
trachomatis, 502 
Chlamydiales, 502 
Chloralictus, 271 
Chloroplast 
atpB, 814 
DNA, 386 
genes, 814-844 
Chondrinidae, 138 
Chordata, 732 
Chordates, 845, 849-850 
Choristylis, 816, 820, 835 
rhamnoides, 820 
Chromatograms, 861 
Chromosome, 515 
Chronobiogeography, 391-407 
Chrysolepis, 859, 869 
chrysophylla, 859, 865, 877 
Chrysomelidae, 262, 757 
Chrysopidae, 946 
Chrysosplenium, 821 
iowense, 821 
Cicadas, 68 
Cicindelidae, 757 
Ciconidae, 130 
Cladistic 
analysis, 136, 172, 294-295, 730, 735, 849, 944 
construction, 730-742 
recycling, 730-742 
Cladistics, 136-141, 304, 332, 335-336, 338-339, 
400, 467 
biogeography, 391-407 
character, 658 
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parsimony, 305-306, 311, 313-314, 317, 322, 332-335 
337-339, 347, 443, 467 
philosophy, 
Cladists, 153-154, 466 
evolutionary, 155 
pattern, 155 
Cladogenesis, 421, 838-839 
Cladogram, 122, 155, 291, 293, 326-327, 338, 425, 431, 


area, 391-407 
most-parsimonius, 87, 92, 313, 327 
taxon, 396 
Clambidae, 946 
Clambus arnetti, 946 
Clavariadelphus pistillaris, 219 
Clavicorona pyxidata, 219, 224 
Clavulina cristata, 219 
Clemmys marmorata, 647 
Clinidium calcaratum, 948 
Clinodiplosis, 710 
Clivini, 947 
Clivini sp. (larva) , 947 
Clonal structure, 513-524 
Clostridium acetobutylicum, 502 
Clustal-aligned matrices, 955 
Cndarians, 736, 851 
Coalescence, 975-979 
Cochran’s Rule, 430 
Coding 
character, 689-699, 735 
divergence, 157 
finite mixture, 157, 692, 695 
gap, 692, 695 
generalized frequency, 156-169 
generalized gap, 157, 692 
homogeneous subset, 157 
M, 690, 692 
overlap, 692 
segment, 692 
simple gap, 157 
step matrix, 156-169, 694 
Codon position weighting (CPW), 826 
Codon usage, 548 
bias, 479-496 
Coenonympha tullia, 111 
Coevolution, 243-267 
Cognato, Anthony I. and Alfried P. Vogler, Exploring 
data interaction and nucleotide alignment 
in a multiple gene analysis of Ips 
(Coleoptera: Scolytinae), 755-777 
Cohan, Frederick M., Bacterial species and speciation, 
513-524 
Colchicaceae, 927 
Colchicum 
autumnale, 927 
speciosum, 927 
Coleoptera, 40, 262, 605, 755, 757, 942-966 
Colias eurytheme, 111 
Colletidae, 268 
Collins, Timothy M., see Medina, Monica,— 
Collybia, 234 
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Coloraderpeton, 182 
Coltricia perenis, 219 
Columbiformes, 130 
Colymbetinae, 948 
Combinatorics, 628-639 
Combined analysis, 878-888 
tree, 29, 547 
Combined-data analysis, 18-38 
Combined parsimony analysis, 194 
Combined phylogenetic analysis, 194-214 
Combining and comparing morphometric shape 
descriptors with a molecular phylogeny:the case 
of fruit type evolution in Bornean Lithocarpus 
(Fagaceae), Charles H. Cannon and 
Paul S. Manos, 857-877 
Commelinaceae, 923-925, 927, 941 
Commelinales, 923, 936 
Commenalids, 923 
Comparative 
analysis, 630, 635-637 
genomics, 497-512 
methods, 215-242, 628-639 
Comparing ontogenetic trajectories using growth 
process data, Paul M. Magwene, 640-656 
Compatability, 657-675 
Complexity of the likelihood surface for a large DNA 
dataset, Laura A. Salter, 967-975 
Component analysis, 391-407 
Compositional bias, 479-496 
Concentrated changes test, 215-242 
Conditional data combination, 408-424 
Conditional probability of reconstruction (CPR), 426, 
429-431, 433-434 
Conditional probability of reconstruction measure for 
internal cladogram branches, Richard H. Zander, 
425-437 
Congruence, 114, 393, 409, 693, 732, 738, 765, 770, 880, 
890, 861 
data partition, 814-844 
global, 878-888 
phylogenetic, 755-777 
primary, 391, 394 
secondary, 391, 394, 405 
taxonomic, 565-579, 610, 878 
Congruency index, 894, 903 
Coniacian period, 707 
Conifer, 217, 223, 229, 234-236, 238 
Coniophora, 233 
Coniophoraceae, 216 
Conn, Jan E., see Joy, Deirdre A..— 
Conoesucidae, 799 
Conoidea, 138 
Conosycea, 245, 247, 263 
Consensus 
efficiency, 610-612 
trees, 172, 546, 576, 610-613, 878-879, 881-882, 
884-885 
Consistency, 713-722 
index (CI), 137-139, 844, 903 
Constant characters, 914-915 
Constrained trees, 792 
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Constraint trees, 22 
Continuous characters, 157, 162, 857-877 
Contulma, 788 
Convergence, 176 
Convergent evolution, 483, 914 
Cooling schedule, 9, 11, 15 
Copelatinae, 946, 948 
Copelatus kalaharii, 946 
Coprinus sp., 219, 234 
Coraciiformes, 133 
Corbiculate bees, 194-212 
Corrected congruency equation (CON), 905-906 
Correlated character, 170-193 
Correlated character evolution, 657-675 
Corroboration, 305-321, 322-330, 331-350 
Corticiaceae, 216 
Cortinarius iodes, 219 
Corvida, 280 
Corvinae, 280 
Corvoidea, 280 
Corylopsis, 819, 829 
calvescens, 819 
pauciflora, 819 
sinensis, 819 
Costus barbatus, 926 
Cotula, 710 
Cow, 369, 373 
Crandall, Keith A., see Posada, David,— 
Cranes, 130 (see also Gruidae) 
Crania anomala, 733, 854 
Crassigyrinus, 176 
Crassula, 828 
aff. perforata, 818 
Crassulaceae, 815-816, 818, 828-829, 832-833, 835-836 
Crenarchaeota, 474, 476, 498 
Creobius eydouxi, 947 
Critical evidence, 322-330 
Crossotelos, 182 
Crucibulum laeve, 219 
Crustaceans, 732, 852 
Crypteporus volvatus, 219 
Ctenerpeton, 184, 191 
alveolatum, 175 
Ctenophores, 736, 851 
Cuckoos, 130, 134 (see also Cuculiformes) 
Cuculiformes, 130, 133-134 
Cucurbitaceae, 710 
Culicinae, 542 
Culoptila, 794 
Cumatotomicus, 776 
Cuora 
amboensis, 647 
flavomarginata, 647 
Cupedidae, 946 
Cyathus striatus, 219 
Cybister fimbriolatus, 947 
Cychrini, 947 
Cyclemys dentata, 647 
Cycliophora, 733, 735 
Cyclobalanus, 876 
Cyphon hilaris, 946 


Cyrnellus, 799 
Cyrnus, 799, 803 
Cyrtodiopsis, 92-98 
currani, 90 
dalmanni, 90 
quinqueguttata, 90 
whitei, 90 
Cyrtotomicus, 776 
Cytochrome b, 128-136, 194-196, 199-200, 202-204, 206, 
367-390, 408, 410, 412, 414, 417-418, 
420-421, 849 
Cytochrome oxidase I (COI), 20-23, 25-30, 33, 38, 68, 
73-75, 106, 109-112, 122, 125-127, 246-247, 
249, 354, 358, 755-758, 760, 765-769, 771, 778, 
782, 784, 788, 792, 794, 797, 804-806, 849 
gene, 782, 800 
nucleotides, 786-787, 792, 794 
tree, 26, 29, 800 
COIL, 89-91, 93-94, 96-102, 106, 109-112, 122, 125-127, 
246-247, 249, 540, 551-552, 554, 849 
COIL, 849 


Dacrymyces, 224 
chrysospermus, 218-219, 223, 230 
Dacrymycetales, 218 
Daedalea quercina, 219 
Daedaleopsis confragosa, 219 
Damaliscus lunatus, 369, 372 
Danforth, Bryan N. and Shuqing Ji, Australian 
Lasioglossum + Homalictus form a monophyletic 
group: resolving the “Australian enigma,” 
268-283 
Daphniphyllaceae, 815, 818, 833, 835 
Daphniphyllum, 818, 826, 832-833, 835-836 
sp. 818 
Dasineura, 710 
Data matrix quality, 730-742 
Data partition congruence, 814-844 
Data partitioning, 106-127 
Dataset combination, 778-813 
Datronia mollis, 219 
Daubentonia madagascariensis, 410-411 
Davis, Scott K., see Matthee, Conrad A..— 
DeBry, Ronald W., Improving interpretation of the 
decay index for DNA sequence data, 742-752 
Decay 
index, 742-752, 783, 806, 960 
values, 959 
Deer, 367 
Dehaanii, 42, 46, 53 
dehaanii, 43, 53 
tosanus kawanoi, 43, 53 
Deilagaon, 245-246 
Deinococcus, 502 
radiodurans, 501-502 
Deletions, 454462 
DeLong, Edward F. and Norman R. Pace, Environmental 
diversity of bacteria and Archaea, 470-478 
Deltran branch lengths, 747-749 
Dendrerpeton, 182, 190 
acadianum, 175-176 
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Dendrocorticium, 229 
roseocarenum, 219, 226 
ussuricum, 223 
Dendrograms, 493, 825 
Denis, Francois, see Gascuel, Olivier,— 
Dental characters, 450 
Dentipellis separans, 219, 226, 228 
Dentocorticium sulphurellum, 219, 223 
De Queiroz, Kevin and Steven Poe, Philosophy 
and phylogenetic inference: a comparison 
of likelihood and parsimony methods 
in the context of Karl Popper’s writings 
on corroboration, 305-321 
Dermestes typographus, 776-777 
de Rosa, Renaud, Molecular data indicate the protosome 
affinity of brachiopods, 845-856 
DeSalle, Rob, see Baker, Richard H.,— 
Deuterostomes, 845, 847-848, 851-853 
Deuterostomia, 732, 736 
Devonian tetrapods, 172 
Dialictus, 269, 271-272, 276, 278 
Diasemopsis, 89, 92, 100, 102 
aethiopica, 90 
albifacies, 90 
conjuncta, 90 
dubia, 90 
elongata, 90 
fasciata, 90 
hirsuta, 90 
longipedunculata, 90 
munrot, 90 
nebulosa, 90 
obstans, 90 
signata, 90 
silvatica, 90 
sp.M, 90 
sp.W, 90 
Diceratosaurus, 191 
brevirostris, 175 
Dichostereum pallescens, 219 
Dicots, 602, 815-816, 894 
Didymodon, 425-437 
anserinocapitatus, 431 
asperifolius, 431 
johansenii, 431 
leskeoides, 431 
nicholsonii, 427 
rigidulus, 431 
sinuosus, 427 
tophaceus, 431 
vinealis, 431 
Difficulties in detecting hybridization, Mark T. Holder, 
Jennifer A. Anderson, and Alisha K. Holloway, 
975-979 
Dik-dik, 373, 382 
Kirk’s, 369 
Dilleniidae, 815 
Dimerocostus strobilaceous, 926 
Dioecy, 700-712 
Diopsidae, 87-105 
Diopsina, 89 
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Diopsis, 90 
apicalis, 90 
fumipennis, 90 
gnu, 90 
longicornis, 90 
Diplectrona, 788-789, 799-800 
Diplocaulids, 181 
Diplocaulus, 189, 191 
magnicornis, 175 
primus, 175 
Diploceraspis, 189 
burkei, 175 
Dipseudopsidae, 797 
Dipseudopsis, 793 
Diptera, 87, 91, 540, 785, 799, 814 
Dirichlet 
distribution, 365 
parameter, 366 
Disanthus, 819, 829, 832-833 
cercidifolius, 819 
Discinisca strigata, 854 
Discrete, 215-242 
Discrete morphological characters, 910-922 
Dispersal, 602-609 
Dispersal-variance analysis, 397-398 
Distance analysis, 942 
Distocupes sp., 946, 949 
Divergence, 514, 516-517, 519-520, 525 
coding, 157 
Divergent 
evolution, 182 
lineage, 290-300 
Diversity, 290-300 
analysis, 406 
Diving 
beetles, 943 
characters, 658 
DNA, 7, 40, 42, 44, 57, 82, 91, 195, 198, 200, 203-206, 246, 
258, 272, 280, 297, 307, 367-370, 410, 418, 455, 466, 
469, 471, 473, 479, 481, 484, 487, 491, 493, 498, 
507-508, 514-515, 519-520, 541, 543, 677, 701, 727, 
781, 785, 816, 824, 838, 860 
amplification, 948 
analysis, 42 
artiodactyl, 386 
chloroplast, 386 
chromosomal, 476 
dataset, 967 
extraction, 780 
foreign, 483, 487 
genomic, 21, 69, 89, 110, 196, 246, 369-370, 541, 824 
insect mitochondrial, 67-86 
isolation, 677 
mitochondrial, 14, 21, 39-59, 67-69, 106, 128, 166, 195, 
243, 245-251, 254-259, 262, 302, 367-368, 372, 
374-375, 383, 385, 427, 514, 541, 676, 769 
nuclear, 39-59, 106, 287, 367-390 
sequence alignment, 755-777 
sequence data, 128, 268, 352, 355-356, 363-364, 
409-410, 483, 497, 500, 513-514, 580, 582-583, 
607, 689, 742-752, 814, 828, 835, 924-925, 949, 967 
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simulated, 571-573, 577 
substitution, 353-355, 358, 361, 364, 583 
transitions weight, 758 
weight matrix, 758 
DNA-binding protein, 501 
Does the T-PTP test tell us anything we want to know?, 
John Harshman, 284-289 
Dolabrifera, 676 
Doleserpeton, 172 
Dolichoris, 245, 249, 251, 254, 256-257, 259 
inornata, 247-249 
sp. “hombronianae”, 247-248 
vasculosae, 247, 249, 251, 254, 257 
Dolophilodes, 788-789 
Dolphins, 367 
Donoghue, Michael J., see Hibbett, David S.,- 
Doryctinae, 62 
Doryctine wasps, 62, 64 
Doves, 130 (see also Columbiformes) 
Drosophilia, 18, 31, 94, 101, 272, 296, 604 
melanogaster, 21, 91, 543, 757, 847 
yakuba, 21, 112, 125, 246, 554 
Drosophilids, 54 
Dudleya, 818, 828 
viscida, 818 
Dynamic likelihood ratio test, 580-601 
Dynastes, 949 
granti, 946 
Dyiscidae, 757 
Dyschirius aeneus, 947 
Dytiscidae, 942-944, 947-478, 953-954, 956, 958 
Dytiscinae, 946, 948 
Dytisoidea, 951, 955, 957-960 


Eagles, 130 (see also Accipitridae) 

Early Cretaceous, 923 

Early Miocene period, 707 

Ecdysozoans, 735, 845, 848, 850, 851-854 

Echinodermata, 731-732, 736-737 

Echinoderms, 845, 853 

Echinodontium tinctorium, 219 

Echiura, 735 

Echthralictus, 269, 281 

Ecnomus, 788-789, 799-800 

Ecological characters, 514 

Ecological Species Concept (ESC), 480-481, 517 

Economidae, 793 

Ecotype, 513-524 

Editorial comment: 50th anniversary of Systematic 
Biology and introduction of editor-elect, 
Richard Olmstead and Chris Simon, 1-3 

Efficiency of strict consensus trees, Mark Wilkinson 
and Joseph L. Thorley, 610-613 

Eigenanalyses, 663 

Eigenfactor analysis, 661-662 

Eigenshape, 857-877 

Eigenvalues, 661, 663, 666, 668, 715-719 

Eigenvectors, 668, 715 

Einstein’s general theory of relativity, 319 

Elaphrini, 947 

Elaphrus cupreus, 947 


Elk, 367 
Elongation factor, 755-777 
Elongation factor-1la, 268-283 
Elpistostegalia, 171 
Emarips, 776 
Emergence of Systematic Biology, David M. Hillis, 
301-303 
Empirical and hierarchical Bayesian estimation of 
ancestral states, John P. Huelsenbeck 
and Jonathan P. Bollback, 351-366 
Empirical Bayes, 351-366 
Emydidae, 647-648 
Emydids, 651-652 
Emydoidea blandingi, 647 
Enclosed receptacle, 857-877 
Endoparasitoid braconids, 917 
Enidae, 138 
Enopla, 735 
Ensete ventricosum, 926 
Enterococcus faecalis, 502 
Enteropneusta, 731 
Entoprocts, 733-734, 737-738, 852 
Environmental diversity of bacteria and Archaea, 
Edward F. DeLong and Norman R. Pace, 470-478 
Enyalioides, 696-697 
Eocaecilia177, 182, 191 
micropoda, 175 
Eocene period, 107, 280, 553 
Equal-branch-lengths tree, 724, 727 
Equal-frequency model, 714 
Equally—parsimonious tree, 866-887, 924-925, 
930-931, 933 
Equally weighted 
characters, 928 
parsimony, 913 
Equal subcharacter weighting (ESW), 163-165 
Equidae, 369 
Equus caballus, 369, 372 
Ericaceae, 895 
Erynnis tristis, 111 
Escalloniaceae, 815 
Escherichia coli, 427, 480-488, 491-492, 499, 501-502, 509 
Eubacteria, 497-512 
Eucalyptus, 269 
Eucerini, 195-196 
Euclidean 
distances, 142, 649, 661, 783, 860 
geometry, 646 
plane, 644-645 
space, 145, 661 
Eudicots, 814, 816 
Eufriesea 
caerulescens, 196 
viol, 214 
Euglossa 
cor, 214 
imperialis, 196 
Euglossini, 194-196, 200, 202-204 
Eukarya, 480, 498-499 
Eukaryotes, 480, 497-499, 505, 508, 513-514, 517, 
519, 814 
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Eukaryotic 
evolution, 497 
genomes, 509 
Eulaema meriana, 196 
Eulophidae, 62, 64 
Eulophid wasps, 62 
Eunice, 852-853 
Euphilotes bernardino, 111 
Euphorbiaceae, 710 
Eupristina, 245-246, 256, 263 
verticillata, 247 
Euryarchaeota, 498 
Eurydiopsis argentifera, 90 
Euryglossinae, 268 
Euryodus, 178 
dalyae, 175, 191 
primus, 175, 188, 191 
Eurytides (Protesilaus) marcellus, 111 
Eusocial evolution, 195 
Eustenopteron, 176 
Euthyneura, 136 
Evolution, 184, 325, 376, 470-478, 479-496, 540-556, 
580-582, 584, 599, 608, 642, 662, 668, 683, 685, 
778, 847, 849, 915, 920, 929, 978 
anopheline, 541 
cellular, 509 
character, 557, 560-561, 566, 657-658, 663-665, 731 
convergent, 452, 483, 914 
correlated character, 657-675 
divergent, 182 
eukaryotic, 497 
eusocial, 195 
fruit type, 857, 873 
lorisiform, 421 
microbial, 470 
minimum, 67-68, 72, 78-79, 81, 622-623, 625, 910 
molecular, 106, 256, 413, 497, 681, 978 
morphological, 256, 259, 641, 862, 914, 918 
parallel, 857, 914 
plant, 754 
prokaryotic, 497 
protein, 114 
sequence, 129, 759 
sexual system, 700-712 
social, 194, 268-283 
Evolutionary biology of ...everything, Matthew D. 
Kane, 468-469 
Evolutionary model, 723 
Evylaeus, 269, 271-272, 274, 276, 278 
brevicorne, 274 
lucidulum/tarsatum, 274 
marginellum, 274 
punctatissimum, 274 
puncticolle, 274 
trincinctum, 274 
Exaerete frontalis, 196 
Exbucklandia, 819, 826, 829 
Ex cunoniaceae, 817 
Exemplar, 290-300 
Explanation, 322-330 
Exploring among-site rate variation models in a 


maximum likelihood framework using empirical 
data: effects of model assumptions on estimates 
of topology, branch lengths, and bootstrap 
support, Thomas R. Buckley, Chris Simon, 
and Geoffrey K. Chambers, 67-86 

Exploring data interaction and nucleotide alignment 
in a multiple gene analysis of Ips (Coleoptera: 
Scolytinae), Anthony I. Cognato and 
Alfried P. Vogler, 755-777 


Fabaceae, 107 
Fagaceae, 857, 859, 861, 874 
Failure of the ILD to determine data combinability 
for slow loris phylogeny, Anne D. Yoder, 
Jodi A. Irwin, and Bret A. Payseur, 408-424 
Faith, Daniel P. and John W.H. Trueman, Towards an 
inclusive philosophy for phylogenetic inference, 
331-350 
Falconidae, 130, 133 
Falcons, 130 
Fallaces, 431 
Falsificationism, 322-330, 331 
Family-level 
analysis, 617 
tree, 617 
Farris, James S., Arnold G. Kluge, and James M. 
Carpenter, Popper and likelihood versus 
“Popper,” 438-444 
Felsenstein, Joseph, Troubled growth of statistical 
phylogenetics, 465-467 
Felsenstein 
analysis, 743 
model, 583, 585, 598 
zone, 526, 528, 534-535, 537, 726-727 
zone tree, 726-727 
Feltia jaculifera, 111 
Ficus, 243, 245, 247, 259, 262-263 
asperiuscula, 245 
auriculata, 247 
baeuerlenii, 247 
bernaysti, 247 
botryocarpa, 247 
botryoides, 247 
complexa, 245 
conocephalifolia, 247 
copiosa, 247 
dammaropsis, 247 
destruens, 247 
dubia, 247 
edelfeltii, 247 
grossularioides, 247 
hesperidiiformis, 247 
hispidioides, 247 
hombroniana, 247 
ioana, 247 
lepicarpa, 247 
microcarpa, 247 
microdictya, 247 
mollior, 247 
montana, 245 
nodosa, 243, 247 
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ochrochlora, 247 
odoardi, 247 
padana, 247 
pellucidopunctata, 247 
phaeosyce, 247 
prasinicarpa, 247 
primaria, 245 
punctata, 247 
pungens, 247, 263 
racemosa, 247 
robusta, 247 
semivestita, 247, 263 
septica, 247 
superba, 247 
sur, 247 
theophrastoides, 247 
tinctoria, 247 
trachypison, 247 
variegata, 247 
vasculosa, 247 
virgata, 247 
wassa, 247 
xylosycia, 247 
Fig, 243-246, 250, 264 
wasps, 243, 245-246, 257-259, 262 
Finches, 481 
Finding fault with vicariance: a critique of heads (1998), 
Graham P. Wallis and Steven A. Trewick, 602-609 
Finite mixture coding, 157, 692, 695 
Fish, 642 
Fishbein, Mark, Carola Hibsch-Jetter, Douglas E. Soltis, 
and Larry Hufford, Phylogeny of Saxifragales 
(angiosperms, eudicots): analysis of a rapid, 
ancient radiation, 814-844 
Fisher’s likelihood, 305, 309, 311, 317, 322 
Fissurellidae, 138 
Fistulina hepatica, 219, 230 
FITCH, 622 
Flatworms, 845, 847, 852 
Flies, 87, 89, 92 
stalk-eyed, 87 
Fomes fomentarius, 219 
Fomitopsis pinicola, 219 
Foreign DNA, 483, 487 
Fossil molecules, 402 
Fossils, 444—453, 467, 499, 658, 707, 753, 814, 839, 
923-941 
Foster, Peter G., see Swofford, David L.,— 
Four-cluster trees, 552 
Fourier, 857-877 
Four-taxon tree, 531, 632, 724 
Fowl, 130 (see also Tinamiformes) 
Frankenia, 269 
Frankeniaceae, 269 
Frogs, 172 
Fruit type evolution, 857, 873 
Fundamental tree, 893 
Fungal ecology, 215-242 
Fungi, 301, 480 
Funk, Vicki A., SSZ 1970-1989: a view of the years 
of conflict, 153-155 


G, pd gene, 540-556 
G90 model, 911-912, 919 
Galago, 410 
matschiei, 410, 416 
moholi, 410-411 
Galagoides, 410 
demidoff, 410-411 
Galagonidae, 409-410 
Galagoninae, 409 
Galliformes, 130, 134 
Ganoderma australe, 219 
Gap 
characters, 347, 454-462 
coding, 692, 695 
weighting, 690, 692-694, 696, 698 
Gap cost:change cost ratio, 952, 954 
Gapped characters, 766 
Gascuel, Olivier, David Bryant, and Francois Denis, 
Strengths and limitations of the minimum 
evolution principle, 621-627 
Gasteromycetes, 218 
Gastropoda, 136, 138, 676 
Gastropods, 136-141, 849 
Gastrotrichs, 737 
Gaussian displacement, 144 
Gazella dama, 372 
thomsoni, 369 
Gazelle, 373, 382 
Thompson’s, 369 
Geadephaga, 942-944, 952-958, 960, 963-964 
Geastrum saccatum, 219 
Gegeneophis, 672 
Generalized frequency coding (GFC), 156-169 
Generalized frequency coding: a method of preparing 
polymorphic multistate characters for 
phylogenetic analysis, Eric N. Smith and 
Ronald L. Gutberlet, Jr., 156-169 
Generalized gap coding, 157, 692 
Generalized least-squares, 621-623, 625-626 
superimposition, 141-149 
Generalized Procrustes analysis (GPA), 144 
General-time-reversible (GTR) model, 22-23, 27, 38, 
69-71, 74-76, 78, 81-83, 106, 112-114, 117-118, 
126-127, 198, 203, 249-250, 257, 275, 278, 583, 
585, 589, 591-592, 594-597, 703-704, 707, 713-722, 
724, 726-727, 783, 786, 826-827, 829, 832, 836, 
929, 933, 950-951 
rate matrix, 956 
Genes, 516-517, 520-522, 976 
atpB, 817-818, 820, 822, 824, 827-829, 844, 923-941 
chloroplast, 814-844 
COI, 782, 800 
Gg pd, 540-556 
Hox, 845-856 
L1, 967 
Lox, 847-848 
matK, 566, 814, 816-818, 820, 822, 824, 827-829, 844 
mitochondrial, 87-88, 93-94, 96, 99, 101, 110, 199-200, 
409, 540, 676, 756 
NADHS, 410 
ND3, 354 
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ND5, 540, 543-544, 547-548, 552 
nuclear, 87-105, 771 
protein-coding, 199, 756, 805 
rbcL, 814-815, 817-818, 820, 822, 824, 827-828, 832, 
836, 844, 923-941 
ribosomal, 683 
rRNA, 756, 782 
single-copy, 540-541 
tree, 769, 975-979 
white, 540-556 
Gene phylogeny, 962 
Gene tree, 551 
parsimony, 344 
Genome, 479-496, 513, 520, 755, 846 
Genomic and phylogenetic perspectives on the 
evolution of prokaryotes, James R. Brown, 
497-512 
Genomic 
DNA, 21, 69, 89, 110, 196, 246, 369-370, 541, 824 
Era, 500 
Geochelone 
carbonaria, 647 
pardalis, 647 
radiata, 647 
Geometric morphometrics, 141-149 
Geometridae, 111 
Geometroid moth, 110 
Giardia lamblia, 509 
Giraffa camelopardalis, 369, 372 
Giraffe, 367, 369, 373-374, 376, 378, 382 
Giraffidae, 367-369, 377, 382-283, 386, 388 
Glaciation, 602-609 
Global congruence, 878-888 
Globba curtisii, 926 
Gloeocystidiellum 
leucoxantha, 219 
porosum, 218-219, 226, 228-229 
Gloeophyllum, 226, 228-230, 234-235, 237 
sepiarium, 22 
trabeum, 233 
Gloeoporus taxicola, 219 
Glossalictus, 269 
Glossata, 782 
Glossocalyx, 700-701, 704-705, 707-709 
longicuspis, 702, 704-705, 709 
Glossosoma, 788-789, 811-813 
Glossosomatidae, 779, 784, 790, 794, 799, 803 
Glottidia pyramidata, 854 
Gloydius blomhoffii, 159-160, 163 
Goat, 369, 373, 382 
Goera, 800 
Goeridae, 803 
Goloboff weighting, 88 
Gomortegaceae, 701, 709 
Gomortega, 703-705, 707 
nitida, 701-702, 704-705 
Gomphus floccosus, 219 
Goodeneaceae, 269 
Goodness-of-fit, 61, 116, 165, 248, 327, 331-337, 340, 344, 
346-348, 426, 550, 584, 588 
test, 759 





Gopherus 
berlandieri, 647 
polyphemus, 647 
Gorilla, 352, 427, 430-432, 434 
Granips, 777 
Graphiini, 109-111, 114-115, 120, 122 
Graphium agamemnon, 111 
Greek Gamma model, 951 
Greererpeton, 176, 180, 182, 190 
burkemorani, 175-176 
Grifola, 230, 233 
frondosa, 219, 230, 233 
Grossulariaceae, 815, 818, 829, 835 
Growth, 640-656 
Gruidae, 130 
Gumaga, 784, 789, 799 
Gutberlet, Ronald L., Jr., see Smith, Eric N.,- 
Gymnobalanus, 877 
Gymnopis, 672 
Gymnostachys anceps, 927 
Gyrinidae, 942-944, 946, 948, 953-954, 958, 964 
Gyrininae, 946, 948 
Gyrinus, 952 
sp., 946 


Habropoda, 195, 203, 214 
depressa, 196 
Haemodoraceae, 269, 923-926, 941 
Haemophilus influenzae, 500, 502, 508 
Hahn, William J., see Kress, W. John,— 
Halictidae, 194 
Halictinae, 268 
Halictus, 272, 276, 280 
(Halictus)farinosus, 273 
(Halictus)ligatus, 273 
(Halictus)poeyi, 273 
(Halictus)rubicundus, 273 
leai, 271 
(Seladonia) confusus, 273 
Halipids, 943 
Haliplidae, 942-944, 946, 952, 954, 956, 958, 964 
Haliplus 
laminatus, 946, 949 
ruficollis, 946, 949 
Haloragaceae, 269, 814-816, 819, 828-829, 832-836, 839 
Haloragis, 819, 828 
aspera, 819 
erecta, 819 
serra, 819 
Halticoperla, 605 
Hamamelidaceae, 814-816, 819, 829, 832-833, 
835, 839 
Hammelis, 820, 826, 829 
mollis, 820 
virginiana, 820 
Hammond, Peter M., see Shull, Verel L..— 
Hancock’s phylogeny, 109 
Hanguana, 925 
malayana, 927 
Hanguanaceae, 923, 925, 927, 941 
Haplotrematidae, 138 
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Haplotypes, 55-56, 613 
Hapsidoparion, 178, 191 
lepton, 175 
Harpalinae, 963 
Harshman, John, Does the T-PTP test tell us anything 
we want to know?, 284-289 
Hasegawa-Kishin-Yano (HKY) model, 22-23, 38, 69, 
73-74, 112-114, 117-119, 126-127, 129, 134, 198, 
203-204, 249-250, 275, 278, 353-355, 358, 361, 
548, 583, 585, 589, 591-592, 595-598, 682, 726-727, 
748, 826, 836, 844, 862, 911, 929, 933 
Hawks, 130 (see also Accipitridae) 
Hebridosimulium, 19, 21 
Hedychium flavescens, 926 
Hedylidae, 110-111 
Helicobacter, 487 
pylori, 502, 505 
Heliconia 
indica, 926 
latispatha, 926 
rostrata, 926 
Heliconiaceae, 923-926, 929-931, 934-936, 941 
Heliconiineae, 936 
Helicopsyche, 788-789, 799 
Heliocybe, 222, 230 
sulcata, 222, 228 
Heliothinae, 272 
Heliothodes diminutivus, 112, 125 
Helmholtzia acorifolia, 927 
Helminthoglyptidae, 138 
Helochares lividus, 946 
Hemichordata, 732, 845, 853 
Hemihalictus, 269-271, 274, 276, 278, 279 
Hemileuca, 114 
electra, 111 
Hennigian systematics, 602 
Henningsomyces candidus, 219 
Herbivores, 779 
Hericium ramosum, 219 
Hermitian matrices, 646 
Hesperiidae, 110-111, 113-114, 117, 120 
Hesperiinae, 111 
Heterobasidiomycetes, 218, 222 
Heterobasidion annosum, 219 
Heterobathmia, 811-813 
Heterobathmiidae, 782 
Heterobathmioidea, 782 
Heterochrony, 640 
Heterogeneity, 106-127 
tests, 878 
Heuchera, 821, 826 
micrantha, 821 
sanguinea, 822 
Heuristic 
algorithms, 60-66 
bootstrap analysis, 786, 797 
parsimony searches, 129 
search, 22, 71, 82, 92, 137, 221, 248, 257, 428, 455, 
504, 542, 567, 678, 697, 703, 726, 743, 758, 783, 
861, 928, 950-951, 969 
Hexaprotodon liberiensis, 369, 372 


Hibbett, David S. and Michael J. Donoghue, Analysis 
of character correlations among wood decay 
mechanisms, mating systems, and substrate 
ranges in homobasidiomycetes, 215-242 

Hibsch-Jetter, Carola, see Fishbein, Mark,— 

Hidden Markov model, 83, 467, 916 

Hidden partitioned branch support, 759-760, 762, 
765-766, 769, 771 

Hierarchical Bayes, 351-366 

Hierarchical likelihood ratio tests (hLRT), 412, 580-601 

Hillis, David M., Emergence of Systematic Biology, 
301-303 

Hippopotamids, 444, 452 

Hippomorpha, 369 

Hippopotamidae, 369, 387 

Hippopotamus, 367, 373, 376-377, 379, 382, 387-388 

Hippotragus niger, 369 

Histogram, 969-973 

Holarctic, 40, 268, 270 

Holder, Mark T., Jennifer A. Anderson, and 
Alisha K. Holloway, Difficulties in detecting 
hybridization, 975-979 

Holloway, Alisha K., see Holder, Mark T.,— 

Holometaboly, 294 

Hoizenthal, Ralph W., see Kjer, Karl M.— 

Homalictus, 268-269, 271-272, 276, 278, 280-281 

Homobasidiomycetes, 215-218, 221-222, 233-234, 
238 

Homogeneous subset coding, 157 

Homoplastic characters, 200, 332, 673, 771, 803 

Homoplasy, 52, 54, 65, 68, 88, 93-94, 109-110, 114, 119, 
128, 133, 136-141, 165-166, 176, 181, 184, 262, 
296, 306, 332, 338, 409, 417, 419-420, 454462, 
532, 551, 557, 570, 575, 658, 663, 670, 689-690, 
694, 732, 743, 748, 750-751, 753, 755, 766-767, 
771, 776, 778-813, 892, 919-920 

Homoplectra, 799 

Homopus signatus, 647 

Homo, 414, 427, 430-432, 434 

sapiens, 352, 410, 427, 519 

Hoplocercus, 696-697 

Hoplocerid lizards, 689-690, 696-697 

Hoplonemerteans, 735 

Horizontal transfer, 479-496 

Horse, 367, 369, 373, 382 

Housworth, Elizabeth A. and Emilia P. Martins, 
Random sampling of constrained phylogenies: 
conducting phylogenetic analyses when the 
phylogeny is partially known, 628-639 

Hox genes, 845-856 

Huelsenbeck, John P. and Jonathan P. Bollback, 
Empirical and hierarchical Bayesian 
estimation of ancestral states, 351-366 

Huelsenbeck, John P., see Swofford, David L.,— 

Hufford, Larry, see Fishbein, Mark,— 

Human, 353, 427 

Hunn, Craig Andrew and Paul Upchurch, Importance 
of time/space in diagnosing the causality of 
phylogenetic evens: towards a 
“chronobiogeographical” paradigm?, 391-407 

Hyaenids, 658 





Hybridization, 975-979 
Hydnellum sp., 219 
Hydnum repandum, 219 
Hydraphaga, 942-944, 950-960, 963-964 
Hydrobiidae, 138 
Hydrobiosidae, 779, 784, 790, 794, 797, 799-800, 803 
Hydrocanthus oblongus, 946 
Hydrophilidae, 947 
Hydroporinae, 947-948 
Hydroporus erythrocephalus, 947 
Hydropotes, 388 
Hydropsyche, 788-789, 799-800 
Hydropsychoidae, 797, 799-800, 803 
Hydroptilidae, 779, 784, 797, 799, 803 
Hydrosalpingidae, 782 
Hydroscapha natans, 946 
Hydroscaphidae, 946 
Hygrobia hermanni, 946 
Hygrobiidae, 942-944, 946, 952, 954, 956, 958, 960 
Hygrobiids, 943 
Hygrophoropsis, 233 
Hylaeinae, 268 
Hylephila phyleus, 111 
Hylobates, 353, 431 
Hyloplesion, 178, 181 

longicostatum, 175 
Hymenomycetes, 218 
Hymenoptera, 62, 194-214, 243, 245, 604, 917 
Hypermnestra, 107, 109-110, 122 
Hyphodontia alutaria, 219 
Hypsizygus, 230 


Ichneumonid wasps, 62, 64 

Ichneumonidae, 62 

Ichthyostega, 176 

Iguana, 129 

Impala, 369, 373 

Importance of time/space in diagnosing the causality 
of phylogenetic evens: towards a 
“chronobiogeographical” paradigm?, 
Craig Andrew Hunn and 
Paul Upchurch, 391-407 

Improving interpretation of the decay index for DNA 
sequence data, Ronald W. DeBry, 742-752 

Inarticulata, 733 

Incongruence, 87-105, 112, 114, 248, 408, 418-420, 550, 
570, 572-573, 577, 611, 619, 755, 757, 760, 766, 769, 
771, 825, 836, 865, 889-890, 907 

length difference (ILD), 45, 49-50, 53, 92, 94, 97-101, 
112-113, 346, 382, 408-424, 446, 550, 759, 765-766, 
861 
test, 140, 198, 204, 206-207, 221-222, 225-226, 249, 

254, 258, 408-409, 411, 416, 419, 421, 446-447, 
678, 682, 804, 825, 862, 865 

Incongruence of mitochondrial and nuclear gene trees 
in the carabid beetles Ohomopterus, Teiji Sota 
and Alfried P. Vogler, 39-59 

Incorporation, relative homoplasy, and effect of gap 
characters in sequence-based phylogenetic 
analyses, Mark P. Simmons, Helga Ochoterena, 
and Timothy G. Carr, 454462 


SA Bee 


Incurvarioidea, 262 
Indels, 367-390, 454462, 678, 758, 782-783, 805, 825, 
942 
Individual least-squares, 879 
Induction, 309, 328 
Indumentum characters, 701 
Inferred ancestral states (IAS), 290-293, 614, 618-619 
Inferring and testing hypotheses of cladistic character 
dependence by using character compatability, 
F. Robin O'Keefe and Peter J. Wagner, 657-675 
Information content, 610-613 
Informative characters, 419, 617, 696, 766, 776, 872 
Inonotus hispidus, 219 
Insecta, 62 
Insect mitochondrial DNA, 67-86 
Insects, 194-214, 294, 734, 778 
neuropteroid, 948 
Inseliellum, 18-21 
Insertions, 454-462 
Insular radiation, 18-38 
Insulicola, 42, 46, 49, 53 
arrowianus arrowianus, 43, 53 
arrowianus komiyai, 43 
arrowianus murakii, 43 
arrowianus nakamurai, 43 
esakii, 43, 53 
insulicola, 43, 53 
insulicola pseudinsulicola, 43 
maiyasanus maiyasanus, 43, 53 
maiyasanus ohkawat, 43 
maiyasanus shigaraki, 43 
maiyasanus takiharensis, 43 
uenoi, 43 
Integripalpia, 778-813 
Internal transcribed spacer (ITS), 700-701, 703-704, 709, 
857, 868, 872 
Ithonidae, 946 
Intuitive groundplan analysis, 290-300 
Inverse Felsenstein zone tree, 727-728 
Inversion-Felsenstein zone, 526, 528-529, 532-535, 537 
Invertebrates, 602-609 
Iphiclides podalirius, 111 
Ipini, 773 
Ips, 755-757, 760, 765, 772, 776-777 
acuminatus, 757, 765, 772-773, 776 
amitinus, 757, 760, 773, 776-777 
apache, 773, 776-777 
avulsus, 773, 776 
bonanseai, 773, 776 
borealis, 773, 776-777 
calligraphus, 755, 760, 765, 773, 776-777 
cembrae, 760, 773, 776-777 
chinensis, 772, 776 
concinnus, 773 
confusus, 773, 776-777 
cribricollis, 772, 776-777 
duplicatus, 772-773, 776-777 
emarginatus, 760, 773, 776 
erosus, 773 
grandicollis, 755, 760, 765, 772-773, 776-777 
hauseri, 757, 772, 776 
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hoppingi, 773, 776-777 
hunteri, 773, 776-777 
integer, 773, 776 
knausi, 773, 776 
latidens, 755, 760, 773 
lecontei, 773, 776-777 
longifolia, 757, 773, 776-777 
mannsfeldi, 757, 760, 773 
mexicanus, 773 
montanus, 773, 776-777 
nitidus, 772, 776 
nobilis, 757, 760 
paraconfusus, 773, 776-777 
perroti, 760, 773, 776-777 
perturbatus, 755, 760, 765, 773, 776-777 
pilifrons, 773, 776-777 
pini, 755, 760, 765, 773, 776 
plastographus, 755, 760, 765, 773, 776 
schmutzenhoferi, 757, 772-773, 776-77 
sexdentatus, 760, 773, 776 
spinifer, 773 
stebbingi, 757, 772-773, 776-777 
tridens, 760, 765, 773, 776-777 
typographus, 760, 773, 776-777 
ussuriensis, 772, 776 
woodi, 773, 776-777 
Irenidae, 280 
Irwin, Jodi A., see Yoder, Anne D.,- 
Ischnocera, 62 
Ishikawa’s tree, 53 
Itea, 820, 826 
ilicifolia, 820 
virginica, 820 
Iteaceae, 815-816, 820, 829, 835 


Jackknife, 535, 614 
analysis, 133-134, 429, 432, 610 
parsimony analysis, 950 
replicates, 950 
values, 950 
Jackknifing characters, 130 
Japanese ground beetles, 40 (see also Ohomopterus) 
Japonicus, 42, 46, 53, 56 
daisen daisen, 43 
daisen okianus, 43 
japonicus chugokuensis, 43 
japonicus japonicus, 43 
japonicus tsushimae, 43 
Jenner, Ronald A., Bilaterian phylogeny and uncritical 
recycling of morphological data sets, 
730-741 
Ji, Shuging, see Danforth, Bryan N.,— 
Johnson, Kevin P., Taxon sampling and the phylogenetic 
position of Passeriformes: evidence from 916 
avian cytochrome b sequences, 128-136 
Joy, Deirdre A., and Jan E. Conn, Molecular and 
morphological phylogenetic analysis of an 
insular radiation in Pacific black flies (Simulium), 
18-38 
Jukes-Cantor model, 12, 38, 69, 74, 112, 114, 1117-118, 
126, 250, 275, 307, 319, 363, 443, 527, 530, 583, 


585-586, 589, 591-592, 595-598, 624, 719, 723, 
726-727, 743, 748, 759, 767, 769, 826, 912, 
929, 950 
Jurassic 
caecilians, 176 
period, 554 


Kalanchoe, 818, 826, 828 
daigremontiana, 818 
Kalosyce, 245, 247, 263 
Kane, Matthew D., Evolutionary biology of... 
everything, 468-469 
Katharina tunicata, 849 
Kendall’s shape space, 141-149 
Keraterpeton, 176 
galvani, 175, 191 
Kerteszia, 540, 544-549, 552 
bellator, 542 
cruzii, 542 
neivai, 542 
Kim, Junhyong, see Salisbury, Benjamin A.,— 
Kimura three-substitution-types model, 714 
Kimura two-parameter model, 22, 38, 54, 69, 74, 112, 
114, 118, 129, 134, 275, 307, 319, 566, 625, 719, 
826, 929 
Kinixys 
belliana, 647 
erosa, 647 
Kinorhynchs, 733-734, 736 
Kishino—Hasegawa 
metric, 572 
test, 22, 27, 29, 46, 52-53, 68, 113, 118, 121, 126-127, 
374, 412, 415, 535, 551, 567-570, 572, 574-575, 
800, 929, 934-935 
Kjer, Karl M., Roger J. Blahnik, and Ralph W. Holzenthal, 
Phylogeny of Trichoptera (caddisflies): 
characterization of signal and noise within 
multiple datasets, 778-813 
Kluge, Arnold G., Philosophical conjectures and their 
refutation, 322-330 
Kluge, Arnold G., see Farris, James S.,— 
Kobus ellipsiprymnus, 369, 372 
Kogia breviceps, 369, 372 
Kokiria, 803 
Kokiriidae, 787, 794, 803 
Kolmogorov-Smirnov test, 456 
Kradibia, 245, 249, 254, 256, 262-263 
copiosae, 247 
jacobsi, 247 
sp. “ohuensis” , 247 
sp. “salembensis” , 247 
wassae, 247 
Kress, W. John, Linda M. Prince, William J. Hahn, and 
Elizabeth A. Zimmer, Unraveling the 
evolutionary radiation of the families of the 
Zingberales using morphological and molecular 
evidence, 923-941 
Kruskal-Wallis, 663 
Krzywinski, Jaroslaw, Richard C. Wilkerson, and 
Nora J. Besansky, Toward understanding 
Anophelinae (Diptera, Culicidae) phylogeny: 
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insights from nuclear single-copy genes and the 
weight of evidence, 540-556 
Kudu, 382 
lesser, 369, 373 
Kullback-Leibler distance, 588 
Kuo, May M., see Caterino, Michael S.— 


L1 gene, 967 
Labyrinthodonts, 171-172, 181, 183, 190 
Laccophilinae, 947-948 
Laccophilus hyalinus, 947 
Laetiporus 
portentosus, 220, 224 
sulphureus, 220 
Lambdina fiscellaria, 111 
Lambertia, 823 
inermis, 823-824 
Lamiaceae, 269 
Landmark coordinates aligned by Procrustes analysis 
do not lie in Kendall’s shape space, 
Dennis E. Slice, 141-149 
Laniidae, 280 
Lapointe, Francois-Joseph, see Levasseur, Claudine, — 
Large phlogenies, 60-66 
Lasioglossum, 268-272, 274, 276, 278-281 
(Chilalictus) cognatum, 271, 273 
(Chilalictus) convexum, 273 
(Chilalictus) conspicuum, 273 
(Chilalictus) erythrurum, 272 
(Chilalictus) florale, 273 
(Chilalictus) lanarium, 273 
(Chilalictus) mediopolitum, 273 
(Chilalictus) mirandum, 273 
(Chilalictus) parasphecodum, 273 
(Chilalictus) supralucens, 273 
(Dialictus) cressonii, 273 
(Dialictus) figueresi, 273 
(Dialictus) gundlachii, 273 
(Dialictus) hyalinum, 273 
(Dialictus) imitatum, 273, 275 
(Dialictus) parvum, 273 
(Dialictus) pilosum, 273 
(Dialictus) rohweri, 273 
(Dialictus) tegulare, 273 





(Evylaeus) morio, 274 

(Evylaeus) nigripes, 274 

(Evylaeus) pauxillum, 274 
(Evylaeus) pectorale, 274 

(Evylaeus) politum, 274 

(Evylaeus) puncticolle, 274 
(Evylaeus) quebecense, 274 
(Evylaeus) subtropicum, 274 
(Evylaeus) truncatum, 274 
(Evylaeus) villosulum, 27 

frankenia, 269 

hemichalceum, 271 

(Hemihalictus) lustrans, 274 
(Homalictus) megastigmus, 27 
(Homalictus) punctatus, 274 
inclinans, 27 

lanarium, 27 

(Lasioglossum) albocinctum, 274-276 
(Lasioglossum) callizonium, 274, 276 
(Lasioglossum) coriaceum, 274, 276 
(Lasioglossum) desertum, 274, 276 
(Lasioglossum) discum, 274, 276 
(Lasioglossum) fuscipenne, 274, 276 
(Lasioglossum) laevigatum, 274, 276 
(Lasioglossum) lativentre, 274, 276 
(Lasioglossum) leucozonium, 274-276 
(Lasioglossum) majus, 274, 276 
(Lasioglossum) pavonotum, 274, 276 
(Lasioglossum) sexnotatum, 274, 276 
(Lasioglossum) sisymbrii, 274, 276 
(Lasioglossum) titusi, 274, 276 
(Lasioglossum) zonulum, 274, 276 
leai, 271 

megacephalum, 269 
mesembryanthemiellum, 271 
(Paralictus) asteris, 274 
(Parasphecodes) hybodinum, 274 
(Parasphecodes) olgae, 274-275 
(Parasphecodes) sp., 274 
platycephalum, 271 

(Sphecodogastra) noctivagum, 274 
(Sphecodogastra) oenotherae, 274-275 
(Sudila) alphenum, 274 

(Subgen. Nov. N.), 274 


(Dialictus) umbripenne, 273 Laqueus rubellus, 849 

(Dialictus) vierecki, 273 Last common ancestor (LCA), 499 

(Dialictus) zephryum, 273 Last universal common ancestor (LUCA), 499 
(Evylaeus) albipes, 273, 275 Late Cretaceous period, 553, 814, 839, 936 
(Evylaeus) apristum, 273 Late Eocene period, 553-554, 707 

(Evylaeus) boreale, 273 Late Oligocene period, 707 

(Evylaeus) calceatum, 273-274, 276 Lateral gene transfer (LGT), 499-501, 507, 509 
(Evylaeus) cintipes, 273 Lauraceae, 707 

(Evylaeus) comagenense, 273, 275 Laurales, 700-701 

(Evylaeus) duplex, 273, 275 Lauria sulcata, 218, 220, 224 

(Evylaeus) fulvicorne, 273-274 Lawrence, Jeffrey G., Catalyzing bacterial speciation: 
(Evylaeus) gattaca, 273 correlating lateral transfer with genetic 
(Evylaeus) laticeps, 273-274 headroom, 479-496 

(Evylaeus) lineare, 273 Laxitextum bicolor, 220, 226, 228 

(Evylaeus) marginatum, 271, 273-274 Least significant difference (LSD) test, 63-64 
(Evylaeus) malachurum, 271, 273-274 Least-squares 

(Evylaeus) mediterraneum, 273 generalized, 621-623, 625-626 
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ordinary, 621-623, 625-626 
non-negative, 624 
taxon-weighted, 626 
weighted, 621-625 
Leea, 823-824, 826 
guineensis, 823 
Lemur catta, 410-411 
Lemuriformes, 410, 414 
Lentinellus 
omphalodes, 220, 224 
ursinus, 220, 224 
Lentinula lateritia, 220 
Lentinus, 216 
tigrinus, 220 
Lenzites betulina, 220 
Lepidoptera, 106, 262, 605, 778-779, 782, 784-785, 
787-789, 799 
Lepidostoma, 796 
Lepiota procera, 220 
Lepospondyli, 171-172, 181, 183, 190 
Lepospondyls, 170-193 
Lepterpeton, 178, 182, 184 
dobbsii, 175 
Leptinella, 710 
Leptoceroidea, 782, 787, 796-797, 803-804, 806 
Leptocerus, 811-813 
Leptocircini, 109 
Leptonema, 799 
LeQuesne permutation test, 672 
Lestrimelitta limao, 196 
Lethiscus, 183-184 
stocki, 182 
Levasseur, Claudine and Francois—Joseph Lapointe, 
War and peace in phylogenetics: a rejoinder 
on total evidence and consensus, 878-888 
Levins’ principle of robustness, 392 
Lewis, Paul O., Likelihood approach to estimating 
phylogeny from discrete morphological 
character data, 910-922 
Lewis, Paul O., see Swofford, David L.— 
Lichens, 602 
Likelihood, 305-321, 331-350, 438-444, 530-532, 535, 
569, 583-584, 587 
analysis, 115, 117, 119, 122, 726, 786, 910, 933, 942 
Likelihood approach to estimating phylogeny from 
discrete morphological character data, 
Paul O. Lewis, 910-922 
Likelihood estimation, 723, 726-727 
Likelihood 
maximum, 7-17, 27, 30, 67-86, 106, 109, 122, 215, 
223, 237-238, 243-267, 268-283, 374, 384, 411-413, 
432, 438-444, 467, 542-543, 545-546, 548, 552, 
557, 562, 580, 598, 657, 713-722, 723-729, 759, 
783, 785, 870, 910-922, 957, 967-975 
Likelihood models, 727 
Likelihood ratio test (LRT), 67-86, 113, 117, 327, 342, 
441, 542, 678, 703, 910, 921, 929, 950 
dynamic, 580-601 
hierarchical, 580-601 
Likelihood severity test, 342 
Limacoidea, 138 


Limnephiloidea, 782, 796, 803 
sensu latu, 779, 803 
Limnephilus, 788-789, 811-813 
Limnocentropodidae, 782, 796-797 
Limnoscelis, 180, 190 
paludis, 175-176 
Linder, H. P., On areas of endemism, with an example 
from the African restionaceae, 889-909 
Lineage sorting, 975-979 
Lipid characters, 880 
Liporrhopalum, 245, 249, 254, 256, 262-263 
cf. gibbosae, 247 
virgatae, 247 
Liptriches, 268 
Liquidambar, 826, 828 
Lissamphibia, 172, 174, 182 
Lithocarpus, 857-859, 863-865, 870, 872-874, 877 
beccarianus, 872, 877 
bennettii, 876 
blumeanus, 864, 872, 876 
clementianus, 863, 867, 870, 876 
conocarpus, 872, 877 
densiflorus, 865, 869, 877 
echinifer, 862, 864, 867, 872, 876 
enclesiacarpus, 864, 872, 876 
havilandii, 862, 865, 872, 877 
kalkmanii, 872, 877 
keningauensis, 862-863, 865, 867, 870-871, 877 
lampadarius, 862-864, 871, 877 
lucidus, 863, 867, 870, 872, 876 
luteus, 863, 867, 877 
palungensis, 870, 877 
pulcher, 870, 877 
revolutus, 862-864, 871, 877 
rotundatus, 862, 867, 872, 877 
ruminatus, 862-864, 867, 872, 877 
sericobalanus, 862-863, 870, 877 
turbinatus, 872, 877 
Littorina, 138 
Lizards 
hoplocercid, 689-690, 696-697 
Llama, 367, 369, 373-374, 376, 378 
glama, 369, 372 
Llistrofus, 191 
pricei, 175 
Lobatocerebromorpha, 736 
Local optima, 967-975 
Long-branch 
attraction, 26, 30, 80, 198, 483, 525-526, 535, 537, 543, 
548, 543, 548, 836, 914 
repulsion, 526, 535 
Long path attraction, 525 
Lophopodomyjia, 540-541, 546-547, 549, 551-552 
squamifemur, 542 
Lophotrochozoans, 845, 848-852, 854 
Loricera 
foveata, 950 
pilicornis, 947 
Loricerini, 947 
Loricifera, 734 
Loridae, 408, 411, 417-418, 421 
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Lorinae, 409 
Loris, 408-409 
tardigradus, 410-411, 413 
Lorises, 408-424 
Lorisiformes, 409-410 
evolution, 421 
Lowiaceae, 923-926, 929-931, 933-936, 941 
Lox genes, 847-848 
Luehdorfia, 107, 110, 114-118, 122, 126 
japonica, 111 
Luther’s larva, 738 
Lycaenidae, 110-111 
Lycoperdon sp., 220 
Lymnaea, 677 
Lype, 784, 800 
Lysorophid, 170-193 


Macrosoma sp., 111 
Macrostemum, 799-800 
Maddison, David R., see Shull, Verel L..- 
Madoqua kirkii, 369, 372 
Magwene, Paul M., Comparing ontogenetic trajectories 
using growth process data, 640-656 
Malaconotinae, 280 
Malvanthera, 245, 247, 263 
Mammalia, 409, 613 
Maoricicada, 67-86 
campbelli, 71-72 
cassiope, 71, 76 
clamitans, 76, 78 
gourlayi, 76 
hamiltoni, 76, 78, 80-81 
iolanthe, 69, 76 
lindoazi, 76, 78, 80-81 
mangu, 71, 76, 78 
myersi, 76, 78, 80-81 
oromelaena, 76, 78 
otagoensis maceweni, 68-69 
phaeoptera, 76 
tenuis, 76 
Mann-Whitney test, 663, 666, 862 
Manos, Paul, see Cannon, Charles H— 
Maranta bicolor, 926 
Marantaceae, 923-926, 929-931, 933, 935-936, 941 
Marantachloa purpurea, 926 
Marasmius, 234 
Mardulyn, Patrick, see Cameron, Sydney A.,- 
Marillia, 784, 789, 799 
Markov-—Bernoulli process, 352, 355 
Markov chain, 783 
Monte Carlo, 351-352, 357-358, 360, 363-364, 432-433, 
467, 979 
technique, 637 
theory, 8 
Markov model, 561, 713, 910-922 
Markovian speciation model, 558 
Martins, Emilia, see Housworth, Elizabeth A.,— 
matK gene, 566, 814, 816-818, 820, 822, 824, 827-829, 844 
Matthee, Conrad A., Jay D. Burzlaff, Jeremy F. Taylor, 
and Scott K. Davis, Mining the mammalian 
genome for artiodactyl systematics, 367-390 


Matrix representation, 565-579, 857-877 
Maximum Agreement Subtree, 174 
Maximum likelihood, 7-17, 27, 30, 67-86, 106, 109, 122, 
215, 223, 237-238, 243-267, 268-283, 374, 384, 
411-413, 432, 438-444, 467, 525-526, 528-530, 
534, 537, 542-543, 545-546, 548, 552, 557, 562, 
580, 598, 657, 713-722, 723-729, 759, 783, 785, 
910-922, 950, 955-956, 958, 957, 967-975 
analysis, 22, 71, 76, 81, 682, 700, 703, 706, 872, 923, 
928, 933, 935 
criteria, 967, 974 
estimation, 713-714, 727-728, 871, 967 
Maximum likelihood estimation and hypothesis testing, 
814-844 
Maximum likelihood estimation of phylogenetic trees 
is consistent when substitution rates vary 
according to the invariable sites plus gamma 
distribution, James S. Rogers, 713-722 
Maximum likelihood model, 22-23, 194, 728, 769 
Maximum likelihood trees, 7-8, 11-16, 27, 76, 81, 678, 
707-708, 827, 830, 833, 835, 860, 929, 950-952, 
959, 971 
Maximum parsimony, 26, 45-46, 248, 374, 411, 542-543, 
545-549, 552, 565, 580, 678, 682, 825, 828-831, 
838, 910 
analysis, 924, 929 
informative sites, 74 
trees, 69-70, 197-198, 443, 546, 933-934 
M-coding, 690, 692 
Meandrusa, 109-110, 122 
Mecoptera, 782, 784-785 
Mecyclothorax vulcanus, 947 
Medina, Monica, Timothy M. Collins, and Patrick J. 
Walsh, mtDNA ribosomal gene phylogeny 
of sea hares in the genus Aplysia (Gastropoda, 
Opisthobranchia, Anaspidea): implications 
for comparative neurobiology, 676-688 
Megachilidae, 207 
Megalopta, 276 
genalis, 273 
Megaloptera, 946 
Meiopriapulus, 737 
fijiensis, 737 
Melaleuca, 269 
Meliphagoidea, 280 
Melipona 
compressipes, 196 
ful, 214 
Meliponini, 194-196, 200, 202-207 
Melissodes, 195, 203 
ag, 214 
rustica, 196 
Melittidae, 268 
Menuroidea, 280 
Meripilus giganteus, 220 
Meristic characters, 157-162, 694-698 
Merope, 788-789, 799, 811-813 
tuber, 784 
Mesonychia, 444, 447 
Mesozoic period, 268, 540 
Metabolic characters, 513 
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Metazoa, 730-742, 
Metazoan 
phylogeny, 845, 852 
systematics, 497 
tree, 849 
Methanobacterium thermoautotrophicum, 502 
Methanococcus jannaschii, 500, 502 
Metrius, 949 
contractus, 947 
Metropolis-Hastings algorithm, 637 
Metropolis-Hastings-Green algorithm, 357, 365 
Mexalictus, 276 
arizonensis, 273 
Micranthes, 822 
integrifolia, 822 
Micraroter, 182, 191 
erythrogeios, 174-175 
Microbes, 301 
Microbial, 470-478 
Microbrachis, 178, 191 
pelikani, 175 
Micropterigidae, 782 
Micropteryx, 784, 797, 799 
Microsaur, 170-193 
Microsauria, 171, 181, 183 
Mid-cretaceous period, 923 
Migadopini, 947 
Mimosaceae, 269 
Mining the mammalian genome for artiodactyl 
systematics, Conrad A. Matthee, Jay D. Burzlaff, 
Jeremy F. Taylor, and Scott K. Davis, 367-390 
Minimum distance trees, 825 
Minimum divergence time (MDT), 403 
Minimum evolution, 67-68, 72, 78-79, 81, 622-623, 625 
trees, 112, 951, 958 
M. interhyoideous, 668-669 
Miocene period, 367, 604, 606-607, 677 
Mishler, Brent D., Origin and early diversification 
of land plants: a cladistic study, (rev.), 753-754 
Misleading results from the use of ambiguity coding 
to score polymorphisms in higher-level taxa, 
Nancy B. Simmons, 613-620 
Missing data, 170-193 
Mitochondrial 
16S rRNA, 755-777 
DNA, 14, 21, 39-59, 67-69, 106, 128, 166, 195, 203, 243, 
245-251, 254-259, 262, 302, 354, 367-368, 372, 
374-375, 383, 385, 427, 514, 541, 676, 769, 849 
gene order, 845-846 
genes, 87-88, 93-94, 96, 98, 101, 110, 199-200, 756 
genome, 845 
genome tree, 128 
insect DNA, 67-86 
rDNA, 218, 221-222, 224-226, 228 
tree, 28, 30 
Mitosis, 497 
Mixed-distribution model, 724, 726 
Mkv model, 916-918, 921 
Models 
Cavender-Farris substitution, 714 
equal-frequency, 714 


evolutionary models, 723 
Felsenstein, 583, 585, 598 
G90, 911-912, 919 
general-time-reversible (GTR), 22-23, 27, 38, 69-71, 
74-76, 78, 81-83, 106, 112-114, 117-118, 126-127, 
198, 203, 249-250, 275, 278, 583, 585, 589, 591-592, 
594-597, 703-704, 707, 713-722, 724, 726-727, 
783, 786, 826-827, 829, 832, 836, 929, 933, 950-951 
Greek Gamma, 951 
Hasegawa-Kishino-Yano (HKY), 22-23, 38, 69, 73-74, 
112-114, 117-119, 126-127, 129, 134, 198, 203-204, 
249-250, 275, 278, 353-355, 358, 361, 548, 583, 585, 
589, 591-592, 595-598, 682, 726-727, 748, 826, 
836, 844, 862, 911, 929, 933 
hidden Markov, 83, 467, 916 
Jukes—Cantor, 12, 22, 38, 69, 74, 112, 114, 117-118, 126, 
250, 275, 307, 319, 363, 443, 527, 530, 583, 585-586, 
589, 591-592, 595-598, 624, 719, 723, 726-727, 
743, 748, 759, 767, 769, 826, 912, 929, 950 
Kimura three-substitution-types, 714 
Kimura two-parameter, 22, 38, 54, 69, 74, 112, 114, 
118, 129, 134, 275, 307, 319, 566, 625, 719, 826, 929 
likelihood, 727 
Markov, 561, 713, 910-922 
Markovian speciation, 558 
maximum likelihood, 22-23, 194, 322-330, 728, 769 
mixed-distribution, 724, 726 
Mkv, 916-918, 921 
nucleotide substitution, 67-86, 580-582, 759 
parameter-rich, 581 
Selfish Operon, 485-486 
site-specific rates (SSR), 67, 70, 73-76, 78-83 
stochastic, 723 
substitution, 580-601 
Tamura-Nei, 769 
TS97, 911-913 
Yang's space-time process, 83 
Yule, 11, 558 
Model selection, 580-601 
Model tree, 569, 572, 574-575, 583 
Molecular and morphological phylogenetic analysis 
of an insular radiation in Pacific black flies 
(Simulium), Deirdre A. Joy and Jan E. Conn, 
18-38 Molecular 
analysis, 403, 701, 867, 927, 937 
characters, 21, 23-24, 136, 411-412, 415, 451, 925, 928 
Molecular data indicate the protosome affinity of 
brachiopods, Renaud de Rosa, 845-856 
Molecular clock, 392, 402-403, 432, 537, 566, 589, 
594-596, 607, 700-712, 742, 759, 769, 885, 968, 
970, 972, 974 
Molecular Era, 497 
Molecular evolution, 106, 256, 413, 497, 681, 978 
Molecular phylogeny, 39-59, 194-214, 470-471, 685-686, 
845, 857 
Molecular systematics, 18-38, 128-136, 444, 451, 769 
Molecular trees, 194 
Molecules and morphology, 408-424 
Mollusca, 735 
Molluscs, 136-141, 602, 652, 732-733, 736, 845, 849-850, 
852 
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Monocosmoecus, 784 
Monocostus uniflorus, 926 
Menocots, 602, 894, 906, 923-941 
Monocotyledons, 923 
Monoecy, 700-712 
Monophyly, 153, 292-293 
Monte Carlo 
analysis, 664, 672 
methods, 658, 665 
simulation, 519, 543, 548, 662-663, 666, 668-669 
test, 657, 664, 672-673 
Moraceae, 243, 710 
Morphological 
analysis, 694, 701, 738, 794, 924-925, 927 
characters, 21, 23-24, 31, 38, 62, 195-196, 199-200, 
212, 248, 293-294, 411-412, 419, 658, 665, 689, 
693, 709, 736, 753, 779, 785, 794, 806, 845, 914-916, 
919-921, 924-925, 928-929, 934-935, 939, 941, 944 
evolution, 256, 259, 641, 861, 914, 918 
phylogeny, 20, 33 
trees, 27, 29, 420 
Morphology, 41-42, 253, 640-641, 689-699, 923-941 
Morphometric characters, 690, 694, 696-698, 861 
Morphometrics, 640-656 
Morunasaurus, 696-697 
Mosasauroids, 183 
Moschus, 388 
Mosquitoes, 540-556 
anopheline, 540 
Mosses, 602 
Most-parsimonius, 285-286, 288 
analysis, 54 
cladogram, 87, 92, 313, 327 
resolutions (MPR), 223, 230, 234-237 
trees, 22-23, 27-28, 31, 45-46, 48, 50, 53, 60, 92, 94, 
97, 170-172, 174, 176, 178, 182-183, 200, 202, 222, 
226, 253-257, 332, 338, 347-348, 385, 614, 616, 
670, 703, 705, 742-743, 747, 750, 758, 780, 792, 
825-829, 832, 836, 844, 872, 950-951, 954-956, 
917-918, 923, 929 
Moths 
geometroid, 110 
saturniid, 114 
Mouse, 353 
MRP, 565-579 
mtDNA ribosomal gene phylogeny of sea hares in the 
genus Aplysia (Gastropoda, Opisthobranchia, 
Anaspidea): implications for comparative 
neurobiology, Monica Medina, Timothy M. 
Collins, and Patrick J. Walsh, 676-688 
Muledeer, 369, 373-374 
Multiclavula mucida, 220, 233 
Multilocus sequence typing, 518 
Multiple gene analysis, 755 
Multiple gene tree, 425-437 
Multiple molecular data sets suggest independent 
origins of highly eusocial behavior in bees 
(Hymenoptera: Apinae), Sydney A. Cameron 
and Patrick Mardulyn, 194-214 
Multiple state characters, 703 
Multistate characters, 393, 614-618, 660, 665 


Multivariate analysis, 658, 664, 672 
Muntiacus 
reevesi, 369 
sp., 372 
Muntjac, 367, 373-374, 382 
Reeve’s, 369 
Muricidae, 138 
Musaceae, 923-926, 929-931, 933-936, 941 
Musa acuminata, 926 
Mus domesticus, 410 
Musella lasiocarpa, 926 
Mushrooms, 215-216 
Musk deer, 388 
Muskox, 369, 373, 382 
Mutualism, 243-267 
Mycobacterium tuberculosis, 487, 502, 505 
Mycoplasma, 487 
Myoporaceae, 269 
Myrica gale, 710 
Myriophyllum, 819, 828 
exalbescens, 819 
Myristicaceae, 710 
Mysticeti, 369 
Mytilaria, 820, 826, 832-833 
laosensis, 820 
Myxobacteria, 491 
Myxophaga, 942, 946, 952 
Myzostomida, 734 


NADH dehydrogenase subunits 1-6, 849 
NADH dehydrogenase subunit 5 (ND5), 40, 42, 46, 
49-50, 52, 54, 107, 109, 122, 410 
Naylor, Gavin J.P. and Dean C. Adams, Are the 
fossil data really at odds with the molecular 
data? morphological evidence for Cetartio- 
dactyla phylogeny reexamined, 444-453 
ND3 gene, 354 
ND5 gene, 540, 543-544, 547-548, 552 
Neaplysia, 677-678, 682-683 
Nearest Neighbor Interchange (NNI), 9, 16, 967-975 
branch-swapping, 14-16, 950 
Nebria brevicollis, 947 
Nebriini, 947 
Nectridea, 181-183 
Nectridean, 170-193 
Neighbor joining (NJ), 382, 384, 434, 622 
analysis, 374, 378, 380-381, 783 
methods, 504 
tree, 129-130, 133, 248-249, 257, 502, 583-584, 589, 
597, 825, 849 
Neisseria 
flavescens, 520 
gonorrhoeae, 502, 520 
meningitidis, 502 
Nematoda, 737 
Nematodes, 849, 852 
Nematomorpha, 737 
Nemertea, 735, 738, 845 
Nemertinoides elongatus, 738 
Nemertodermatida, 737-738 
Neocorynura, 276 
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discolor, 273 
Neogaths, 128-130, 133-135 
Neolentinus, 216, 228 
lepideus, 218, 220, 228 
Neolentiporus, 222, 230 
maculatissimus, 219 
Neomorphe, 245, 247, 263 
Neoporus sp., 947 
Neotetrapoda, 171 
Neuroanatomical characters, 665 
Neurobiology 
of inking, 676-688 
of swimming, 676-688 
Neuroptera, 946 
Neuropteroid insects, 948 
Nevermannia, 19, 21 
Newton’s method, 530 
New World 
pond turtles, 647 (see also Emydidae) 
vultures, 130 (see also Cathartidae) 
Nightjars, 130, 134 (see also Caprimulgiformes) 
Nilgai, 369, 373 
NJ-GTR tree, 597 
NJ-HKY tree, 595-596 
NJ-JC tree, 596-597 
Noctuidae, 111 
Noctuoidea, 110, 272 
Nomada sp., 214 
Nomioides, 268 
Non-Euclidean spaces, 142, 145 
Non-independence, 444453 
Non-negative least-squares, 624 
Nonparametric bootstrap, 156, 164, 697, 703, 783, 959 
Notaspidea, 138 
Noteridae, 942-944, 946, 948, 952-954, 956, 958 
Noterinae, 946, 948 
Noterus clavicornis, 946 
Nothofagaceae, 603-604 
Nothofagus, 602, 604, 606 
Notonemoura, 605 
latipennis, 605 
Nuclear 
DNA, 39-59, 106, 287, 367-390 
genes, 87-105, 771, 828, 830, 832, 844 
rDNA, 218, 221-222, 224-226, 228 
Nucleotide 
alignment, 755 
characters, 529, 743, 745 
homology, 954 
partitions, 771 
sequences, 910 
substitution, 723, 930, 978 
substitution models, 67-86, 580-582, 759 
Numerical taxonomy (NT) (see also phenetics), 153-154 
Nycticebus, 408-409 
coucang, 410-411, 413 
Nyctiophylax, 800 
Nymphalidae, 110-111 
Nyssorhynchus, 540, 543, 546-549, 552 
albimanus, 542 
albitarsis, 542 


Ochoterena, Helga, see Simmons, Mark P.,— 
Ockham’s razor, 306 
Odocoileus hemionus, 369, 372 
Odonterpeton, 178, 180, 182-183, 191 
triangulare, 175, 179 
Odontoceti, 369 
Oeconesus, 789, 799 
Oestocephalus, 191 
granulosum, 175 
Ohomopterus, 39-59 
Okapi, 367, 369, 372-374 
Okapia johnstoni, 369 
O'Keefe, F. Robin and Peter J. Wagner, Inferring and 
testing hypotheses of cladistic character 
dependence by using character compatability, 
657-675 
Old World 
pond turtles, 647 (see also Bataguridae) 
vultures, 130 (see also Accipitridae) 
Oliarces, 955 
clara, 946 
Oligocene period, 280 
Oligochaetes, 942 
Oligoporus 
fragilis, 233 
rennyi, 220, 233 
Olinga, 789, 799 
Olmstead, Richard and Chris Simon, Editorial 
comment: 50th anniversary of Systematic Biology 
and introduction of editor-elect, 1-3 
Olmstead, Richard, Phylogenetic inference and the 
writings of Karl Popper, 304 
Omoglymmius hamatus, 948-949 
Omomphron americanus, 947 
Omophronini, 947 
Omus californicus, 948 
On areas of endemism, with an example from the 
African restionaceae, H. P. Linder, 889-909 
Ontogeny, 640-656 
Onychophorans, 736, 852 
Operational taxonomic units (OUT), 613-614, 616, 
618-619 
Operons, 519 
Ophraella, 262 
Ophyryacus, 165-166 
melanurus, 159-160, 164 
undulatus, 159-160, 164 
Opisthocomidae, 133 
Opisthobranchia, 136, 676-688 
Optimal (parsimonius) trees, 60, 610, 945, 967, 972, 974 
Orchidaeae, 895, 906 
Orchidantha 
fimbriata, 926 
siamensis, 926 
Ordinary least-squares, 621-623, 625-626 
Ordinary Procrustes Analysis (OPA), 144 
Oreosycea, 245, 247, 259 
Ornithoptera, 107 
Origin and early diversification of land plants: a 
cladistic study, Brent D. Mishler, (rev.), 753-754 
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Orthopodomyia alba, 542-544 
Orthoptera, 604, 814 
Orthotomicus, 756, 760, 765, 773 
caelatus, 757 
erosus, 757 
Ferrari, 773 
laricis, 757 
Oryza sativa, 927 
Ossicaulis lignatilis, 230 
Osteological characters, 174 
Ostrinia nubilalis, 111 
Otolemur, 410 
crassicaudatus, 410-411 
garnetti, 416 
Otonemertes, 735 
Ototyphlonemertes, 735 
Overlap coding, 692 
Ovibos moschatus, 369, 372 
Ovis aries, 369, 372 
Oxycheila, 949 
nigroaenea, 948 
Oxyporus sp., 219 
Ozaeninae, 944 


Pace, Norman R., see DeLong, Edward F..— 
Pachliopta neptunus, 111 
Pachyhalictus, 268 
Pachyrhachis, 183 
Pachyteles, 949, 952 
striola sp., 947 
Paduniella, 800 
Paeonia, 816-818, 820, 822, 827-828 
brownii, 820 
californica, 820 
suffruticosa, 821, 826 
tenufolia, 821 
Paeoniaceae, 815-816, 820, 828, 832-836 
Palaeagapetus, 788, 811-813 
Paleocene period, 367, 553 
Paleognaths, 128, 130, 134 
Paleoherbs, 923 
Paleomorphe, 245 
Paleotropics, 245 
Paleozoic 
Lepospondyli, 170 
tetrapods, 170-193 
Pan, 352, 427, 430-432, 434 
Panarthropods, 737 
Panellus 
serotinus, 220 
stypticus, 220, 224 
Pangulia, 800, 803 
Pantylus, 190 
cordatus, 172, 175 
Panus rudis, 220 
Papilio, 109 
(Heraclides) cresphontes, 111 
(Papilio) machaon, 111 
(Princeps) demoleus, 111 
(Princeps) xuthus, 111 
(Pterourus) glaucus, 111 
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(Pterourus) troilus, 111 
Papilionaceae, 269 
Papilionidae, 106-107, 109-114 
Papilionid butterflies, 106, 109 
Papilioninae, 111 
Papilionini, 109-111, 114-115, 117, 120, 122 
Papillovirus, 15, 967, 969 
human, 15, 967 
pygmy chimpanzee, 15 
rhesus, 15 
Paprides 
dugdali, 605 
nitidus, 605 
Paracolletini, 268 
Paradialictus, 269 
Paralictus, 269 
Paralinear transformed distances, 814, 824 
Parallel evolution, 857, 914 
Parametric bootstrap, 838 
test, 833, 942, 958-960 
Parameter-rich models, 581 
Parapristina, 247 
Parapsyche, 799 
Parasphecodes, 268-269, 271, 274, 276, 278 
Parametric bootstrapping, 243-267, 467, 543, 745 
Paratrochus, 605 
hamatus, 605 
Parides photinus, 111 
Parnassiinae, 106-107, 109-111, 115-117, 120, 122 
Parnassiini, 107, 111, 114, 116-118, 126 
Parnassius, 107, 114-115, 117 
clodius, 111 
phoebus, 111 
Parsimonious trees, 114, 759, 783-784 
Parsimony, 91-92, 106, 109, 114, 119-120, 129-130, 153, 
178-179, 222, 247, 256, 268, 280, 293, 295, 305-321, 
322, 326, 331-350, 384, 425, 438-444, 465-467, 
525-528, 531-533, 535, 537-538, 557-564, 565, 
574, 621, 694, 698, 726-727, 742-752, 758, 771, 785, 
806, 861, 873, 881, 918-919, 942, 951, 955, 957, 
959, 967 
analysis, 22, 49, 112, 114-116, 122, 162, 164, 129-130, 
133, 138, 374, 378, 380-381, 386, 411-413, 415, 
418, 537, 565, 569, 616, 618, 672, 700, 705, 727, 
750-751, 776, 794, 892, 895, 903-904, 917, 923, 
929, 933-936, 942, 950, 956, 958-959 
analysis of endemism, 889-909 
cladistic, 305-306, 311, 313-314, 317, 322, 332-335, 
337-339, 347, 443, 467 
decay, 959-960 
equally weighted, 913 
gene tree, 344 
informative characters, 23, 28, 50, 698, 705, 742-743, 
745-746, 750, 864, 914, 918-919, 930-931, 933-934 
maximum, 247, 327, 374, 542-543, 545-549, 552, 565, 
580, 678, 682, 825, 828-831, 838 
Rachet, 60-66 
searches, 114, 949 
tree length, 958 
trees, 122, 134, 381, 658 
uninformative characters, 411-412, 616 
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weighted, 728, 785-786, 794 
weighted maximum, 814 
Partamona cup, 214 
Partitioned branch support, 759-760, 762, 765-766 
Partitioned Bremer support (PBS), 23, 28-29, 45-46, 49, 
52, 54, 87-105 
Partitioned likelihood analysis, 106, 110, 122 
Partitioned likelihood analysis of swallowtail 
butterfly phylogeny (Lepidoptera: Papilionidae), 
Michael S. Caterino, Robert D. Reed, May M. 
Kuo, and Felix A.H. Sperling, 106-127 
Partition homogeneity test, 22, 27, 368, 408-424, 447, 
928, 931 
Pasania, 877 
Pasimachus californicus, 947 
Passeres, 280 
Passerida, 280 
Passerines, 128-136 
Pathogens, 513, 519 
Paussidae, 942, 944-945, 947, 952-953, 960, 963 
Paxillaceae, 216 
Paxillus, 233, 236 
panuoides, 220, 230, 235 
Payseur, Bret A., see Yoder, Anne D.,— 
Pearl, Dennis K., see Salter, Laura A..— 
Peccaries, 367, 373-374, 376, 378, 382, 387 
collared, 369 
Pecora, 386, 388 
Pelodosotis, 182, 191 
elongatum, 175 
Peltoboykinia, 822 
tellimoides, 822 
Penguins, 130 (see also Sphenisciformes) 
Peniophora nuda, 220 
Penthoraceae, 815, 821 
Penthorum, 821, 826, 829, 835 
sedoides, 821 
Perenniporia medulla panis, 220 
Periodic selection, 513-524 
Periods 
Coniacian, 707 
early cretaceous, 923 
early miocene, 707 
eocene, 107, 280, 553 
jurassic, 554 
late cretaceous, 553, 814, 839, 936 
late eocene, 553-554, 707 
late oligocene, 707 
mesozoic, 268, 540 
mid-cretaceous, 923, 936 
miocene, 367, 604, 606, 677 
oligocene, 280 
paleocene, 367, 553 
pleistocene, 602-609 
pliocene, 607 
quaternary, 57 
tertiary, 57, 936 
upper cretaceous, 814, 839 
upper triassic, 554 
Perissodactyla, 367, 369-370, 444, 447 
Permutation test, 284-289 


Perodicticus, 408—409 
potto, 410-411, 413-414 
Perodictinae, 409 
Petrothrincidae, 782 
Phaeolus schweinitzti, 220 
Phaeopilosae, 245 
Phaeostigma notata, 946 
Phanerochaete chrysosoporium, 220 
Pharmacosycea, 245, 247 
Phellinus 
gilvus, 220 
igniarius, 220 
Phenakospermum guyannense, 926 
Phenetics, 153 (see also numerical taxonomy) 
Phenograms, 864-865, 871-872 
Phenylalanyl-tRNA synthetase, 497-512 
Philanisus, 799-800 
Philopotamidae, 784, 790, 793, 797, 799-800 
Philopotamoidea, 800, 803, 806 
Philopotamus, 811-813 
Philosophical conjectures and their refutation, Arnold 
G. Kluge, 322-330 
Philosophy, 305-321, 339 
cladistic, 335, 349 
of science, 331-350 
Philosophy and phylogenetic inference: a comparison 
of likelihood and parsimony methods in the 
context of Karl Popper’s writings on 
corroboration, Kevin de Queiroz and Steven Poe, 
305-321 
Philydraceae, 923-925, 927, 941 
Phlebia, 234-235 
radiata, 220 
tremellosa, 218, 220 
Phlegethontia, 177, 192 
longissima, 175 
Phoronida, 731-734, 845 
Phreatodytinae, 948 
Phryganea, 788 
Phryganeidae, 796 
Phryganopsyche, 788, 800, 811-813 
Phryganopsychidae, 796 
Phthiraptera, 62 
Phycophilia, 677 
Phyllaplysia, 676 
Phylloporia ribis, 220 
Phylocentropus, 788-789, 799-800, 803 
Phylogenetic analysis, 21-23, 31, 39, 44-45, 48, 68-69, 
74, 81-82, 88, 91, 112, 123, 133-134, 142, 156, 165, 
167, 170-193, 216, 218, 291-292, 294, 312, 318, 
320, 502, 538, 542, 545-546, 580, 613, 628-639, 
657, 690, 696, 698, 703, 723, 727-728, 730-731, 
734-736, 738, 753, 759-760, 772, 778, 787, 805, 
824, 845, 859, 873, 878, 910, 914, 920, 925-926, 
928, 939, 960, 962, 974 
Phylogenetic character, 454-456, 460 
Phylogenetic congruence, 755-777 
Phylogenetic distribution, 847 
Phylogenetic divergence, 769 
Phylogenetic estimation, 525, 580, 814, 816, 
835, 886 
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Phylogenetic history, 954 

Phylogenetic hypothesis, 87, 101, 153, 174, 295, 311, 335, 
339, 701, 735, 738, 781, 872 

Phylogenetic incongruence, 39-59 

Phylogenetic inference, 304, 657, 672, 723-724, 910-911, 
942, 944-945, 961 

Phylogenetic inference and the writings of Karl Popper, 
Richard Olmstead, 304 

Phylogenetic information, 628-690 

Phylogenetic information content, 755-777 

Phylogenetic markers, 756 

Phylogenetic reconstruction, 580, 845, 862, 873, 878, 944, 
975 

Phylogenetic relationships of fig wasps pollinating 
functionally dioecious Ficus based on mitochon- 
drial DNA sequences and morphology, George 
D. Weiblen, 243-267 

Phylogenetic resolution, 814-844, 924, 930 

Phylogenetics, 391-407, 526, 689-699, 878 

Phylogenetic signal, 534, 756, 769, 772, 783, 814, 925, 
954, 960-961 

Phylogenetic studies, 815-816 

Phylogenetic supertrees, 565-579 

Phylogenetic systematics, 153, 156-169, 329 

Phylogenetic tree, 7,9, 15-16, 91, 221, 229, 311, 355, 358, 
493, 529, 628, 713, 720-721, 879, 944, 967, 969, 
974 

Phylogenetic trunk; maximal inclusion of taxa with 


missing data in an analysis of the Lepospondyli 
(Vertebrata, Tetrapoda), Jason S. Anderson, 
170-193 


Phylogenetic utility of different types of molecular data 
used to infer evolutionary relationships among 
stalk-eyed flies (Diopsidae), Richard H. Baker, 
Gerald S. Wilkinson, and Rob DeSalle, 

87-105 

Phylogeny, 20, 29, 31, 39-40, 42, 52, 62, 67, 71, 81, 99, 
106-107, 110, 123, 129, 134, 136-141, 153, 156, 166, 
183, 237, 243, 245-246, 262, 268-283, 304, 305-321, 
332, 351, 356, 358, 367-368, 378-379, 382, 438-444, 
447, 465, 467, 470-478, 519, 526, 531, 540-556, 
597-598, 610-613, 615, 618, 622, 628-639, 650, 
657-658, 663, 676-677, 683, 698, 700, 726, 742-752, 
753, 755, 758, 772, 778, 785, 804, 814, 836, 845-846, 
923-941, 910-922, 936, 945, 960, 963 

Anophelinae, 550 

Aplysia, 676-688 

avian 134 

bilateral, 730-742 

Caecilian, 665 

estimation, 713-722, 723-729, 977 

Hancock’s, 109 

inference, 911 

mammalian, 451 

Metazoan, 734, 845, 852 

molecular, 39-59, 194-214, 470-471, 685-686, 845, 
857 

monocot, 923 

morphological, 20, 33 

reconstruction, 910, 919 

sequenced-based, 517 
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squamate, 183 
star, 552, 557 
whale, 444-453 
Phylogeny of Saxifragales (angiosperms, eudicots): 
analysis of a rapid, ancient radiation, 
Mark Fishbein, Carola Hibsch-Jetter, Douglas 
E. Soltis, and Larry Hufford, 814-844 
Phylogeny of Trichoptera (caddisflies): characterization 
of signal and noise within multiple datasets, 
Karl M. Kjer, Roger J. Blahnik, and 
Ralph W. Holzenthal, 778-813 
Phylogram, 892, 906 
Physarum polycephalum, 427 
Piciformes, 130 
Pieridae, 107, 110-111, 113, 117, 120 
Pieris, 113, 120 
napi, 111, 117 
Pigeons, 130 (see also Columbiformes) 
Pigs, 367, 373-374, 376, 378, 387 
domestic, 369 
Pinus, 777 
Piptoporus betulinus, 220, 233 
Pisuliidae, 782 
Pityogenes, 760 
calcaratus, 757 
carinulatus, 757 
hopkinsi, 757 
Pityokteines, 756, 760 
sparsus, 757 
Planorbidae, 138 
Plant evolution, 754 
Plasmodium falciparum, 509 
Plastid atpB, 815 
Platanaceae, 822, 824 
Platanus, 822, 826 
occidentalis, 822, 824 
Plate tectonics, 602-609 
Platyhelminthes, 852 
Platynini, 947 
Platyscapa, 245, 256, 258 
corneri, 247 
fischeri, 247, 249 
Platyzoa, 730-742 
Plecoptera, 604 
Pleistocene period, 602-609 
Pleistodontes, 245, 254-256, 258-259 
plebejus, 247 
rieki, 247 
rigisamos, 247 
Plenitentoria, 787, 794, 796-797, 800, 803, 806 
Plesiomorphy, 392 
Plesiosaurs, 658, 672 
Pleurophascaceae, 603-604 
Pleurotus 
cf. ostreatus, 220 
tuberregium, 220 
Pliocene period, 607 
Pluteus petasatus, 220 
Poaceae, 927 
Podocarps, 602 
Poe, Steven, see De Queiroz, Kevin,— 
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Pogonophorans, 852 
Poisson 
distribution, 759, 767 
process, 355, 978 
Pollination, 243-267 
Polycentropodidae, 790, 799, 803 
Polycentropus, 799 
Polychrea, 218, 224 
Polygyridae, 138 
Polymerase chain reaction (PCR), 21, 89, 110, 196, 218, 
224, 369-371, 378, 410, 473, 541, 703, 758, 781-782, 
824, 860-861, 928, 944, 948-949 
amplification, 677 
Polymorphic 
binary characters, 156, 166-167 
characters, 170, 615, 696-698 
multistate characters, 156-169 
Polymorphism, 613-620, 976 
Polynomial time scaling, 575 
Polyphaga, 942, 946, 951-959 
Polyporaceae, 215-242 
Polyporus 
arcularius, 220 
melanopus, 220 
squamosus, 220 
tuberaster, 220 
varius, 219 
Pomatiopsidae, 138 
Pongo, 352 
Pontederia 
cordata, 927 
sagittata, 927 
Pontederiaceae, 924-925, 927, 941 
Popper, Karl, 153, 304, 305-321, 322-329, 331-350, 
438-443 
Popper and likelihood versus “Popper,” James S. Farris, 
Arnold G. Kluge, and James M. Carpenter, 
438-444 
Porthidium 
nasutum, 159-160, 164 
ophryomegas, 159-160, 164 
Portulacaceae, 269 
Posada, David and Keith A. Crandall, Selecting the 
best-fit model of nucleotide substitution, 580-601 
Postia leucomallela, 220 
Praepapilio colorado, 107 
Premolecular Era, 497 
Prendini, Lorenzo, Species or supraspecific taxa as 
terminals in cladistic analysis? groundplans 
versus exemplars revisited, 290-300 
Priapulids, 733-734, 736 
Primates, 408, 425-437, 565 
Prince, Linda M., see Kress, W. John,— 
Principal coordinates analysis (PCO), 661, 663 
Probabilistic reconstruction, 425-437 
Probability, 305-321, 438-444 
Bernoullian, 440 
Procellariiformes, 130, 133 
Process partitions, 106-127 
Procrustes 
analysis, 141-149, 646 


angular distance, 142, 143-145 
distances, 142, 144-145, 649 
residuals, 649 
superimposition, 142 
Prodoxidae, 262 
Prokaryotes, 468-470, 479-480, 492, 497 
Pronghorn, 367-369, 373-374, 377-378, 382 
Propithecus tattersalli, 410-411 
Proserpinus clarkiae, 111 
Prostratae, 245 
Proteaceae, 269, 823-824, 895, 906 
Proteales, 839 
Protein 
coding genes, 199, 756, 805 
evolution, 114 
sequences, 910 
Proteobacteria, 502, 505 
Proterogyrinus, 177, 180, 190 
scheelei, 175-176 
Protesilaus asius, 122 
Protoptila, 788, 794 
Protoptilinae, 794 
Protostomia, 732, 845, 852-854 
Pruvotaplysia, 677-678, 682-683, 686 
Psanmobates, 647, 651 
oculifer, 647 
tentorius, 647 
Pseudagapostemon, 276 
brasiliensis, 273 
Pseudips, 756, 773 
concinnus, 756-757, 760, 773 
mexicanus, 757 
Pseudochilalictus, 269, 279-280 
Pseudocolus fusiformis, 220 
Pseudoconesus, 800 
Pseudomonas aeruginosa, 502 
Pseudoneureclipsinae, 803 
Pseudoneureclipsis, 790 
Pseudopalme, 245 
Pseudoreplicate reweighting, 778-813 
Pseudostenophylax, 784, 788 
Psilotreta, 788, 800 
Psittaciformes, 130 (see also Psittaciformes) 
Psychomyia, 788-789, 800 
Psychomyiidae, 794, 799, 803 
Psydrini, 947 
Psydrus piceus, 947 
Pterobranchia, 731, 734, 853 
Pteropus, 352 
Pterostemon, 821, 826, 829, 835 
rotundifolius, 821 
Pterostemonaceae, 815, 821 
PTP (permutation tail probability), 331-350, 338-339, 
341 
test, 320, 332-333, 336, 339, 344, 346, 438-444 
Ptyonius, 191 
marshi, 175 
Pulcherricium caeruleum, 220 
Pulmonata, 136 
Pungentes, 245 
Purvis, Andy, see Quicke, Donald L.J.,— 
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Pycnocentrodes, 789, 799 
Pycnoporus cinnabarinus, 220 
Pygmy 

hippopotamus, 369 

sperm whale, 369, 373-374, 376 
Pyralidae, 111 
Pyramidellidae, 138 
Pyrginae, 111 
Pyrgus, 113, 120 

communis, 111, 117 
Pyrococcus 

abyssi, 502 

furiosus, 502 

horikoshii, 502 

sp., 505 


Quantitative characters, 689-699 
Quaternary (period), 57 
Quasicaecilia, 176, 178, 191 
texana, 175 
Quercus, 857, 859, 868-869, 873 
acutissima, 877 
alba, 860 
Quicke, Donald L_J., Jason Taylor, and Andy Purvis, 
Changing the landscape: a new strategy for 
estimating large phylogenies, 60-66 


Ramaria stricta, 220 
Randomization test, 284-289, 628 
Random sampling of constrained phylogenies: 
conducting phylogenetic analyses when the 
phylogeny is partially known, Elizabeth A. 
Housworth and Emilia P. Martins, 628-639 
Rangifer tarandus, 369, 372 
Raphidiidae, 946 
Raphidioptera, 946 
Rapid radiation, 814-844 
Rare genomic changes, 845-856 
RASA test, 341 
Rat, 353 
Rate heterogeneity, 713-722 
Ratites (see also Struthioniformes), 130 
Ravenala madagascariensis, 926 
rbcL, 292, 814-815, 817-818, 820, 822, 824, 827-828, 832, 
836, 844, 923-941 
rDNA, 198, 215-242, 454, 456, 460, 462, 485, 541, 703, 
814-844, 857, 859, 860 
mitochondrial, 218, 221-222, 224-226, 228 
nuclear, 218, 221-222, 224-226, 228 
sequence data, 669 
Reduced Adams consensus tree, 174 
Reduced cladistic consensus (RCC), 612 
Reed, Robert D., see Caterino, Michael S.,- 
Reindeer, 369, 373-374 
Relationships, 610-613 
Relative (conditional) probability, 322-330 
Remembrances and reflections: early days of the Society 
of Systematic Zoology, Jay M. Savage, 4-6 
Renner, Susanne S. and Hyosig Won, Repeated 
evolution of dioecy from monoecy 
in Siparunaceae (Laurales), 700-712 


Repeated evolution of dioecy from monoecy in 
Siparunaceae (Laurales), Susanne S. Renner 
and Hyosig Won, 700-712 
Resolution, 565-579 
Restionaceae, 889-909 
Retention index (RI), 137-139, 844, 903, 906 
Rhizocladus, 245, 247, 263 
Rhodoleia, 820, 826, 829 
championii, 820 
Rhyacophilia, 788-789, 797, 799, 811-813 
Rhyacophilidae, 779, 784, 797, 803 
Rhynchonkos, 182, 191 
stovalli, 172, 175 
Rhysodidae, 942, 948, 952-953, 960, 963 
Ribes, 818, 826 
aureum, 818 
speciosum, 818 
Ribosomal genes, 683 
Rickettsia, 487 
prowazekii, 502 
Riedelia wrayii, 926 
Riodinidae, 110-111 
Rivulares, 245 
RNA, 7, 498-499, 792, 794, 849 
Rogers, James S., Maximum likelihood estimation of 
phylogenetic trees is consistent when 
substitution rates vary according to the 
invariable sites plus gamma distribution, 
713-722 
Rogers, James S., see Swofford, David L.,- 
Rosidae, 815 
Rossianidae, 782 
Rothropus, 247, 256, 263 
Rotifera, 737 
Rotifers, 734 
rRNA, 83, 352, 427, 471, 473-476, 479, 498-500, 505, 
509, 683, 727, 757, 778, 781-782, 784, 787-788, 790, 
794, 796-797, 801, 803-804, 806, 836, 845, 849, 
960-962 
analysis, 787 
genes, 756, 782, 849 
sequences, 498 
Ruminantia, 367-390 
Russula compacta, 220 
Rutaceae, 269 


Sable antelope, 373 
Saccharomyces cerevisiae, 218, 505 
Sacoglossa, 138 
Sagittaria latifolia, 710 
Saimiri, 414 
scieureus, 410-411 
Salamanders, 172 
Salisbury, Benjamin A. and Junhyong Kim, Ancestral 
state estimation and taxon sampling density, 
557-564 
Salmonella, 487, 491 
enterica, 480, 482, 484, 486, 491 
Salter, Laura A. and Dennis K. Pearl, Stochastic 
Ssearch strategy for estimation of maximum 
likelihood phylogenetic trees, 7-17 
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Salter, Laura A., Complexity of the likelihood surface 
for a large DNA dataset, 967-975 
Sanderson, Michael J., see Bininda-Emonds, Olaf R.P.,- 
Saturation, 87-105, 755-777 
Saturniidae, 111 
Saturniid moth, 114 
Satyridae, 110-111 
Sauropleura 
bairdi, 175, 182, 191 
pectinata, 175, 191 
scalaris, 175, 191 
Savage, Jay M., Remembrances and reflections: early 
days of the Society of Systematic Zoology, 4-6 
Saxifraga, 822 
mertensiana, 822 
Saxifragaceae, 815-816, 821, 827, 829, 832-833, 835 
Saxifragales, 814-844 
Saxifragoideae sensu, 829 
Saxonerpeton, 191 
geinitzi, 175 
Scaphinotus petersi catalinae, 947 
Scaptotrigona depilis, 196 
Scarabaeidae, 946 
Scaritini, 947, 952-953, 963 
Schander, Christoffer and Per Sundberg, Useful 
characters in gastropod phylogeny: soft 
information or hard facts?, 136-141 
Schincosaurus, 192 
crassus, 175 
Schizophyllum commune, 220 
Schizopora paradoxa, 220 
Scirtidae, 946 
Scleroderma citrina, 220 
Scolecomorphus, 672 
Scolylinae, 755 
Scytinostroma 
alutum, 220, 223 
portentosum, 218, 220 
Sea hares, 676-688 
Seal, 353 
Search time, 60-66 
Sedum, 818, 828 
nudum, 818 
rubrotinctum, 818 
Segment coding, 692 
Seison, 737 
Selecting the best-fit model of nucleotide substitution, 
David Posada and Keith A. Crandall, 580-601 
Selfish Operon Model, 485-486 
Sellalictus, 269 
Semaphoronts, 292 
Sensitivity analysis, 215-242 
Separate analysis, 878-888 
Sequence alignment, 942-966 
Sequence alignment of 18s ribosomal RNA and the 
basal relationships of adephagan beetles: 
evidence for monophyly of aquatic families and 
the placement of Trachypachidae, Verel L. Shull, 
Alfried P. Vogler, Michael D. Baker, David 
R. Maddison, and Peter M. Hammond, 942-966 
Sequence evolution, 129, 759 


Sericinus, 107, 109, 114 
montela, 111 

Sericostomatoidea, 782, 787, 796-797, 806 

Serpula, 233 

Serratia marceseis, 481 

Severe test, 331-350, 439 

Severity of test, 322-330 

Sexual 

isolation, 513-524 

system evolution, 700-712 
Seymouria, 172, 180 

baylorensis, 175-176, 190 

Shape, 640-656 

Sheep, 367, 369, 373, 382 

Shell character, 136-141 

Shigella, 487, 489 

Shimodaira-Hasegawa test, 827, 833, 838-839 

Shorebirds, 130 (see also Charadriiformes) 

Should we use model-based methods for phylogenetic 
inference when we know that assumptions 
about among-site rate variation and nucleotide 
substitution pattern are violated?, Jack Sullivan 
and David L. Swofford, 723-729 

Shull, Verel L., Alfried P. Vogler, Michael D. Baker, 
David R. Maddison, and Peter M. Hammond, 
Sequence alignment of 18s ribosomal RNA and 
the basal relationships of adephagan beetles: 
evidence for monophyly of aquatic families and 
the placement of Trachypachidae, 942-966 

Siagona jennisoni, 947 

Siagonini, 947 

Sialidae, 946 

Sialis sp., 946 

Sight-specific rates (SSR) model, 67, 70, 73-76, 78-83 

Signal-to-noise ratio, 30 

Similarity coefficient, 657-675 

Simmons, Mark P., Helga Ochoterena, and Timothy 
G. Carr, Incorporation, relative homoplasy, and 
effect of gap characters in sequence-based 
phylogenetic analyses, 454462 

Simmons, Nancy B., Misleading results from the use 
of ambiguity coding to score polymorphisms 
in higher-level taxa, 613-620 

Simon, Chris, see Olmstead, Richard,— 

Simon, Chris, see Buckley, Thomas R.,- 

Simple gap coding, 157 

Simulated annealing, 7-17 

Simulation, 723-729, 742-752 

Simuliid, 31, 33 

Simuliidae, 18-38 

Simulium, 21 

bogusium, 19-20 

castaneum, 19-20, 31 
cataractarum, 19, 32, 35-37 
cheesemanae, 19, 21 

clibanarium, 19, 27, 30, 32, 35-37 
concludium, 19, 32, 35-37 
connae, 19, 35-37 

dojeycorium, 19, 32, 35-37 
dussertorum, 19, 33 

evenhuisi, 19-20 
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exasperans, 19, 35-37 

fossataie, 19, 32, 35-37 

guamense, 19, 21, 35-37 

jnabsium, 19, 32, 35-37 

laciniatum, 19, 21, 35-37 

lonckei, 19, 35-37 

lotii, 19-20, 30-31, 35-37 

malardei, 19, 27, 31, 35-37 

maraaense, 19, 35-37 

mesodontium, 19, 24-25, 27, 30-33, 35-37 

middlemissae, 19, 35-37 

neornatipes, 19, 21, 35-37 

neoviceps, 19, 32, 35-37 

oviceps, 19-20, 24-25, 29-31, 33, 35-37 

proctorae, 19-20 

pufauense, 19-20 

shannonae, 19, 30, 33, 35-37 

tahitiense, 19, 35-37 

teruamanga, 19, 21, 35-37 
Simultaneous analysis(SA), 540-556, 758, 760, 765-766, 

772 


tree, 759-760, 765-766, 768, 770 
Sineoamphisbaena, 183 
Single-copy genes, 540-541 
Single-step Newton-Raphson (NR1) estimate, 9-10 
Single-tree analysis, 636 
Siparuna, 700-701, 704-705, 707, 709-710 

aff. monogyna, 701-702, 705 


aspera, 702, 705 
bifida, 702, 704-705, 708-709 
brasiliensis, 701-702, 709 
cervicornis, 702, 704-705, 708-709 
conica, 702, 705 
cuspidata, 702, 705 
cymosa, 702, 705 
dicipiens, 702, 704-705, 708-709 
echinata, 702, 705 
glycycarpa, 701-702, 705 
guianensis, 702, 705-706 
laurafolia, 702, 705 
lepidota, 702, 705 
muricata, 702, 705 
pauciflora, 702, 705-706 
radiata, 702, 705 
reginae, 702, 705 
sessiliflora, 702, 705 
stellulata, 702, 705 
thecaphora, 702, 705 
Siparunaceae, 700-701, 705, 707-709 
Siphonaptera, 782, 784 
Sipunculids, 738, 852 
Sistotrema, 234 
eximum, 220 
musicola, 220 
sernanderi, 218, 220 
Size, 640-656 
Skippers, 110 (see also Hesperiidae) 
Slice, Dennis, Landmark coordinates aligned by 
Procrustes analysis do not lie in Kendall’s 
shape space, 141-149 
Small subunit rRNA, 942-966 


Smicridea 
talamanca, 799 
turrialbana, 799 

Smith, Eric N. and Ronald L. Gutberlet, Jr., Generalized 
frequency coding: a method of preparing 
polymorphic multistate characters for 
phylogenetic analysis, 156-169 

Social evolution, 194, 268-283 

Soft-part characters, 137-140 

Solanaceae, 269 

Soltis, Douglas E., see Fishbein, Mark,— 

Songbirds, 130 (see also Tinamiformes) 

Sota, Teiji and Alfried P. Vogler, Incongruence 
of mitochondrial and nuclear gene trees in 
the carabid beetles Ohomopterus, 

39-59 
Spanglerogyrinae, 946, 948 
Spanglerogyrus, 948 

albiventris, 946 

Spaniocercoides, 604 

Sparassidaceae, 216 

Sparassis spathulata, 220 

Sparganiaceae, 925 

Sparodus, 178, 180, 182-183, 190 

validens, 175, 178-179 

Spearman’s rank correlation, 49 

Spearman’s rank test, 765 

Spearman’s test, 760 

Speciation, 479-496 

Species concept, 513-524 

Species or supraspecific taxa as terminals in cladistic 
analysis? groundplans versus exemplars 
revisited, Lorenzo Prendini, 290-300 

Species trees, 975-979 

Sperling, Felix A.H., see Caterino, Michael S..— 

Sphaerobolus stellatus, 220 

Sphecodes, 268, 276 

minor, 273 
ranunculi, 273 

Sphecodogastra, 269-270, 276 

Sphenisciformes, 130, 133 

Sphingidae, 111 

Sphyracephala, 92 

beccarii, 90 
bipunctipennis, 90 
brevicornis, 90 
munrot, 90 

Spicipalpia, 778-813 

Spicipalpian larvae, 779 

Spider, 890 

Spirematospermum, 936 

Spirochaetes, 500, 502, 505 

SPR branch swapping, 950-951 

SSZ 1970-1989: a view of the years of conflict, 
Vicki A. Funk, 153-155 

Stalk-eyed flies, 87 

Staphylococcus aureus, 502 

Star 

phylogeny, 552, 557 
tree, 535, 557 
State estimation, 557-564 
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Stegotretus, 178, 190 
agyrus, 175 
Stenopsyche, 788-789, 799, 803, 811-813 
Stenopsychidae, 784, 797, 800 
Step matrix 
analysis, 695 
coding, 156-169, 694 
gap coding, 692-693 
gap-weighting, 156-157, 162-164, 695-696 
Manhattan distance, 156, 163 
Stephanodiscus niagarae, 302 
Sterculiaceae, 269 
Stereaceae, 216 
Stereum 
annosum, 220 
hirsutum, 220 
Stethomyia, 540, 546-547, 550-552 
kompi, 542 
Stigmella, 605 
aliena, 605 
hamishella, 605 
progonopis, 605 
Stochastic 
model, 723 
probing, 7-17 
search, 7-17 
Stochastic search strategy for estimation of maximum 
likelihood phylogenetic trees, Laura A. Salter 
and Dennis K. Pearl, 7-17 
Storks, 130 (see also Ciconidae) 
Strelitzia, 923 
nicolai, 926 
Strelitziaceae, 923-926, 929-931, 933-936, 941 
Strelitziineae, 936 
Strengths and limitations of the minimum evolution 
principle, Olivier Gascuel, David Bryant, 
and Francois Denis, 621-627 
Strepitus, 247, 249, 256 
Streptococcus 
pneumoniae, 501-502, 508 
pyogenes, 502, 519 
Streptomyces, 492 
Streptoneura, 136 
Strict Adams, 611 
Strict consensus tree, 22-25, 27-28, 30, 93, 222, 
445, 455, 458, 831, 882, 884, 893, 895, 
906, 933 
Stropharia 
merdaria, 223 
semiglobata, 223 
umbonatescens, 223 
rugosoannulata, 220, 223 
Struthioniformes, 130 
Subcharacters, 160-163, 165 
canthal, 161, 163 
uninformative, 161 
Suboptimal trees, 800 
Substitution models, 580-601 
Sudila, 269, 276 
Suidae, 367, 369, 376, 387 
Suiformes, 367, 369, 377, 386-387 


Sullivan, Jack and David L. Swofford, Should we 
use model-based methods for phylogenetic 
inference when we know that assumptions 
about among-site rate variation and nucleotide 
substitution pattern are violated?, 723-729 

Sullivantia, 822 

organa, 822 

sullivantii, 822 
Sundberg, Per, see Schander, Christoffer,— 
Supertree, 575-577 

construction, 565-566, 569-570, 575 

Suphis inflatus, 946, 949 

Support, 425-437 

Supraspecific terminal taxa, 290-300 

Sus scrofa, 369, 372 

Swallowtail butterflies, 106-107, 114-115, 121 (see also 
Lepidoptera) 

Swifts, 130 (see also Apodidae) 

Swine, 367 

Swofford, David L., Peter J. Waddell, John P. 
Huelsenbeck, Peter G. Foster, Paul O. Lewis, 
and James S. Rogers, Bias in phylogenetic 
estimation and its relevance to the choice 
between parsimony and likelihood models, 
525-539 

Swofford, David L., see Sullivan, Jack,— 

Sycidium, 245, 247, 263 

Sycocarpus, 245, 247 

Sycomorus, 245, 247, 255, 262 

Sycophaginae, 246 

Sylvioidea, 280 

Synaedrys, 857, 862-865, 867, 870, 872-873, 877 

Synapomorphy, 153 

Syndermata, 737 

Synechocystis, 487 

sp., 502 

Synechococcus, 471 

Syringogastridae, 89 

Systolosoma, 964 

lateritium, 947 


Tacca 
chantrieri, 927 
plantaginea, 927 
Taccaceae, 927 
Tamura-Nei model, 769 
Tangent space, 141-149 
Tapeinohilos sp., 926 
Tarsier, 15 
Tarsius bancanus, 410-411 
Taxonomic 
congruence, 565-579, 610, 878 
polymorphism, 613-620 
Taxonomy, 303, 628-629 
numerical, 153-154 
Taxon sampling, 290-300, 367, 369, 382, 387, 444, 447, 
557-564, 583, 701, 782, 804, 816, 834 
Taxon sampling and the phylogenetic position of 
Passeriformes: evidence from 916 avian 
cytochrome b sequences, Kevin P. Johnson, 
128-136 





Taxon-weighted least-squares, 626 
Tayassuidae, 367, 387 
Tayassu tajacu, 369, 372 
Taylor, Jason, see Quicke, Donald L.J.,— 
Taylor, Jeremy F., see Matthee, Conrad A..— 
Teeth, 444-453 
Teinopalpini, 109 
Teinopalpus, 109-110, 122 
Teleopsis, 92, 98 
breviscopium, 90 
quadriguttata, 90 
rubicunda, 90 
Teloglabrus, 89 
entabenensis, 90 
milleri, 89, 90, 94, 98 
Temnospondyls, 171-172, 176, 180, 182 
Templeton 
one-tailed test, 130 
test, 22, 28-30, 199, 427, 783, 787, 800 
Tenebrio, 949, 952 
molitor, 946 
Tenebrionidae, 946 
Terebratalia transversa, 854 
Terebratulina retusa, 849 
Tertiary (period), 57, 936 
Tests 
Bonferroni-corrected, 92, 94 
chi-square, 783, 797 
concentrated changes, 215-242 
goodness-of-fit, 759 
heterogeneity, 878 
hierarchical likelihood ratio, 412 
incongruence, 140 
incongruence length difference (ILD), 112, 114, 198, 
204, 206-207, 221-222, 225-226, 249, 254, 258, 
408-409, 411, 416, 419, 421, 446-447, 550, 678, 
682, 804, 825, 862 
Kishino—Hasegawa, 22, 27, 29, 46, 52-53, 68, 113, 118, 
121, 126-127, 374, 412, 415, 535, 551, 567-570, 
572, 574-575, 800, 929, 934-935 
Kolmogrov-Smirnov, 456 
Kruskal-Wallis, 663 
least significant difference, 63-64 
LeQuesne permutation, 672 
likelihood ratio, 67-86, 113, 117, 327, 441, 542, 580-601, 
678, 703, 910, 921, 929, 950 
likelihood severity, 342 
Mann-Whitney, 663, 666, 862 
Monte Carlo, 657, 664, 672-673 
parametric bootstrap, 833, 942, 958-960 
partition homogeneity, 22, 27, 368, 374, 408-424, 772, 
928, 931 
permutation, 284-289 
PTP, 320, 332-333, 336, 339, 344, 346, 438-444 
randomization, 284-289, 628 
RASA, 341 
severe, 331-350, 439 
Shimodaira-Hasegawa, 827, 833, 838-839 
Spearman’s, 760 
Spearman’s rank, 765 
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Templeton, 22, 28-30, 199, 341, 427, 783, 787, 800 
Templeton one-tailed, 130 
T-PTP, 284-289, 342, 345 
Wilcoxon-ranked sum, 784, 791 
Wilcoxon signed rank, 22, 49, 140, 199, 206, 222, 225, 
229-230, 248, 785, 800 
Testudids, 651-652 
Testudines, 640-656 
Testudinidae, 647-648 
Testudo 
graeca, 647 
kleinmanni, 647 
Tetracarpaea, 822, 826, 829 
tasmanica, 822 
Tetracarpaeaceae, 815, 822 
Tetracentraceae, 823 
Tetracentron, 823 
sinensis, 823-824 
Tetragona dorsalis, 196 
Tetrapoda, 171 
Tetrapods, 172, 176-177 
Carboniferous, 172 
Devonian, 172 
Paleozoic, 170-193 
Tetrapus, 245-246, 259 
Thamnochortus, 891 
Thelephora sp., 220 
Thermoplasma acidophilum, 502 
Thermotoga maratima, 484, 502 
Thermotogales, 502 
Thermus, 502 
thermophilus, 427, 505, 507 
Thorely, Joseph L., see Wilkinson, Mark,— 
Three-taxon tree, 745 
Tiger beetles, 42, 944 
Tinamiformes, 130 
Tinamous, 129-130, 134 (see also Tinamiformes) 
Tomicus 
bonanseai, 776 
emarginatus, 776 
grandicollis, 777 
Tonatia 
bidens, 352 
silvicola, 352 
Torridincola, 948, 952, 955 
rhodesica, 946, 949 
Torridincolidae, 946 
Tortoises, 647 (see also Testudinidae) 
Total evidence, 565-579, 878-888 
Towards an inclusive philosophy for phylogenetic 
inference, Daniel P. Faith and 
John W.H. Trueman, 331-350 
Toward understanding Anophelinae (Diptera, 
Culicidae) phylogeny: insights from nuclear 
singlecopy genes and the weight of evidence, 
Jaroslaw Krzywinski, Richard C. Wilkerson, and 
Nora J. Besansky, 540-556 
Toxorhynchites 
amboinensis, 542 
rutilus, 542-543 
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T-PTP test, 284-289, 342, 345 
Trachypachidae, 942-966 
Trachypachus, 964 
gibbsii, 964 
holmbergi, 947, 964 
slevini, 964 
Tradescantia 
ohioensis, 927 
sp., 927 
Tragelaphus imberbis, 369, 372 
Tragulidae, 367, 369 
Tragulus 
javanicus, 372 
meminna, 369 
Trametes 
suaveolens, 220 
versicolor, 220 
Transition / transversion (TI:TV) ratio, 372, 374, 585, 598, 
726, 768-769, 771, 825, 836, 950, 968, 970, 973-974 
Tree-bisect-reconnect (TBR), 967-975 
branch-swapping, 12, 14-16, 45, 63, 71, 112, 177, 198, 
221-222, 225-226, 275, 374, 411, 428, 455-456, 
542, 567, 678, 697, 703, 743, 758, 825-827, 895, 
928-929, 949-950, 972, 974 
Trees 
Adams consensus, 172, 178-179, 445 
anti-Felsenstein zone, 724 
avian, 133 
Bayesian, 794, 803 
bilaterian, 849 
binary, 528, 610-612 
binary source, 610, 612 
bootstrap, 568, 636, 786, 879 
candidate, 9-10 
COIL, 26-27, 29, 800 
combined analysis, 29 
consensus, 172, 346, 576, 610-613, 878-879, 881-882, 
884-885 
constrained, 792 
constraint, 22 
equal-branch-length, 724, 727 
equally-parsimonious, 866-867, 924-925, 930-931, 
933 
family-level, 617 
Felsenstein zone, 726-727 
four-cluster, 552 
four-taxon, 531, 632 
fundamental, 893 
gene, 551, 769, 975-979 
individual least-squares, 879 
inverse Felsenstein zone, 727-728 
Ishikawa’s, 53 
ITS, 870 
maximum likelihood, 7-8, 11-16, 27, 76, 81, 678, 
707-708, 827, 830, 833, 835, 860, 929, 950-952, 
959, 971 
maximum parsimony, 45-46, 69-70, 197-198, 443, 
546, 933-934 
metazoan, 849 
minimum distance, 825 
minimum evolution, 112, 951, 958 


mitochondrial, 28, 30 
mitochondrial genome, 128 
model, 569, 572, 574-575, 583 
molecular, 194 
morphological, 27, 29, 420 
most-parsimonius, 22-23, 27-28, 31, 45-46, 48, 50, 53, 
60, 92, 94, 97, 170-172, 174, 176, 178, 182-183, 200, 
202, 222, 226, 253-257, 284-286, 288, 332, 338, 
347-348, 385, 455, 458, 614, 616, 670, 703, 705, 
742-743, 747, 750, 758, 780, 792, 825-829, 832, 836, 
844, 872, 917-918, 923, 929, 950-951, 954-956, 
960, 967 
multiple gene, 425-437 
neighbor-joining, 129-130, 133, 248-249, 502, 583-584, 
589, 597, 825, 849 
NJ-GTR, 597 
NJ-HKY, 595-596 
NJ-JC, 596-597 
optimal (parsimonius), 60, 610, 945, 967, 972, 974 
parsimony, 122, 134, 381-382, 658, 662 
parsimonious, 114, 759, 783-784 
phylogenetic, 7, 9, 15-16, 91, 221, 229, 311, 355, 358, 
493, 529, 628, 713, 720-721, 879, 944, 967, 969, 974 
Reduced Adams consensus, 174 
simultaneous analysis, 759-760, 765--766, 768, 770 
species, 975-979 
star, 535, 557 
strict consensus, 22-25, 27-28, 30, 93, 222, 445, 455, 
458, 831, 882, 884, 893, 895, 906, 933 
suboptimal, 800 
three-taxon tree, 745 
uncontained, 959 
universal, 497-512 
weighted, 884 
Yule, 562 
Tree alignment, 942-966 
Tree comparison, 610-613 
Tree-searching algorithms, 967 
Tree typology, 557-564 
Tremella foliacea, 218, 221 
Tremellales, 218 
Treponema pallidum, 501-502 
Trewick, Steven A., see Wallis, Graham P.,— 
Trichananca, 605 
Trichanancha [sic] fulgida, 605 
Trichaptum abietinum, 221 
Trichodectidae, 62 
Trichodiopsis, 92 
minuta, 90 
Tricholomataceae, 216 
Trichoptera, 778-780, 782-788, 797, 801, 803, 806 
Trichovespula, 788 
Trigona hypogea, 196 
Trilobite clades, 672 
tRNA, 67-72, 74-75, 83, 112, 247, 272, 468, 479, 488, 498, 
500-501, 505-506, 548, 849 
Trochidae, 138 
Trochodendraceae, 823-824 
Trochodendrales, 839 
Trochodendron, 823, 826 
aralioides, 823-824 
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Trochozoa, 730-742 
Trogoniformes, 130 
Trogons, 130 
Troides helena, 111 
Troidini, 109-111, 114-115, 117, 120, 122 
Trophic morphology, 142 
Tropical, 923-941 
Troubled growth of statistical phylogenetics, 
Joseph Felsenstein, 465-467 
Trueman, John W.H., see Faith, Daniel P.,- 
Truncatellidae, 138 
Trypanosomatidae, 565 
TS97 model, 911-913 
Tsessebe, 369, 373 
Tubenoses, 130 (see also Procellariiformes) 
Tuditanus, 178, 182, 190 
punctulatus, 175 
Tulasnella 
pruinosa, 218-219 
violea, 218-219 
Tulostoma macrocephala, 221 
Turbinidae, 138 
Turtles, 129, 640, 642, 646 
New World pond, 647 
Old World pond, 647 
Tylopoda, 367, 369, 376-377, 379, 387 
Type-switching hypothesis, 40-42, 52-53 
Type | error, 137, 340-342, 347-348, 421, 586, 588, 
746-750 
Type II error, 72, 340-342, 347-348, 586, 664, 978 
Typhaceae, 925 
Typhula phacorhiza, 221 
Tyromyces chioneus, 221 


Uenoidae, 803 
Uncontained tree, 959 
Unequal subcharacter weighting (USW), 161, 
163-165 
Uninformative 
characters, 705 
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